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VERTEBRATE TELOMERASE GENES AND PROTEINS 
AND USES THEREOF 

TECHNICAL FIELD 

This invention relates generally to telomerases, and particularly to the 
human telomerase gene and protein and uses for diagnostics and therapy. 

BACKGROUND OF THE INVENTION 

Non-circular chromosomes require a specialized mechanism for 
maintaining chromosome ends after each cell division because the polymerases 
responsible for replication of chromosomal DNA are unable to fully replicate linear 
DNA molecules, creating an "end replicating problem." To meet this challenge, 
eukaryotic cells depend upon an enzyme, telomerase, to add short, typically G-rich, 
relatively conserved repeats onto chromosomal ends. These repeat structures are 

, termed telorneres. 

presence of telomeres is essential for cell viability. The absence of 

even a single telomere leads to cell cycle arrest in yeast, a eukaryotic cell (Sandell and 
Zakian, Cell 75:729, 1993). Telomeres shorten during replication; telomerase restores 
the telomeres. Thus, as expected, telomerase activity is primarily detected in actively 
dividing cells. As such, telomerase activity is constitutive in unicellular organisms and 
is regulated in more complex organisms, relatively abundant in germline and embryonic 
tissues and cells as well as tumor cells. In contrast, telomerase activity is difficult to 
detect in normal somatic human tissues. Moreover, rather than cessation of replication 
resulting in decreased telomerase, recent data indicate that telomerase inhibition might 
be one of the critical events in this transition. The seemingly direct correlation of 
telomerase/replication activities have prompted much speculation that inhibitors of 
telomerase could be a "universal" cancer therapeutic, effective for essentially all tumor 
types, whereas stimulators of telomerase could overcome the observed natural 
senescence of normal cells. 

Spurred by these models, characterization of telomerase for culmination 
in isolation and cloning of telomerase has been a high priority. The mechanism of 
telomere elongation has been shown to center on the G-rich strand of the telomeric 
repeats. This G-rich strand, which extends to the 3' end of the chromosome, is extended 
by telomerase, a ribonucleoprotein, from the RNA component, which acts as a template. 
Various components of this complex have been isolated and cloned. The RNA 
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component of the complex has been isolated and cloned from many different organisms, 
including humans (Feng et al. Science 269: 1236, 1995), mice and other mammalian 
species, Saccharomyces cerevisiae, Tetrahymena, Euplotes, and Oxytricha (see, Singer 
and Gottschling, Science, 266: 404, 1994; Lingner et al. Genes & Develop. 8: 1984, 

5 1994; and Romero and Blackburn, Cell 67: 343, 1994). Protein components have been 
relatively refractory to isolation. Recently, the nucleotide sequences of several protein 
components have been determined (an 80 kD/95 kD dimeric protein from Tetrahymena, 
WO 96/19580; and a 67 kD protein from humans, WO 97/08314). 

The present invention discloses nucleotide and amino acid sequences of 

10 telomerase, uses of these sequences for diagnostics and therapeutic uses, and further 
provides other related advantages. 

SUMMARY OF THE INVENTION 

In one aspect, this invention generally provides isolated nucleic acid 
molecules encoding vertebrate telomerase (including variants thereof). Representative 

15 examples of vertebrates include mammals such as humans, old world monkeys (e.g., 
macaques, chimps, and baboons), dogs, rats, and mice, as well as non-mammalian 
organisms such as birds. In a preferred embodiment, the nucleic acid molecule 
encoding a vertebrate telomerase is provided, wherein the nucleic acid molecule 
comprises the sequence presented in Figure 1, or hybridizes under stringent conditions 

20 to the complement of the sequence presented in Figure 1, provided that the nucleic acid 
molecule is not EST AA281296. 

In other preferred embodiments, the nucleic acid molecule comprises any 
of the sequences presented in Figure 1 1 or encodes any of the amino acid sequences 
presented in Figure 11, or hybridizes under normal stringency conditions to the 

25 complement of the sequences thereof, provided that the nucleic acid molecule is not 
EST AA281296. In other embodiments, the nucleic acid molecule comprises any of the 
sequences presented in Figure 10, or hybridizes under normal stringency conditions to 
the complement of the sequences thereof. 

In another aspect, the invention provides an oligonucleotide comprising 

30 from 10 to 100 contiguous nucleotides from the sequence presented in Figure 1 or its 
complement and from 10 to 100 contiguous nucleotides from the sequences presented in 
Figure 10 or the complements thereof. The oligonucleotides may be labeled with a 
detectable label. 

In yet another aspect, an expression vector is provided, comprising a 
35 heterologous promoter operably linked to a nucleic acid molecule of human telomerase. 
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The vector may be selected from the group consisting of bacterial vectors, retroviral 
vectors, adenoviral vectors and yeast vectors. Host cells containing such vectors are 
also provided. 

In another aspect, the invention provides an isolated protein comprising a 
5 human telomerase protein. The protein may comprise the amino acid sequence 
presented in Figure 1 or variant thereof or any of the amino acid sequences presented in 
Figure 1 1 or variant thereof. In a related aspect, the protein is a portion of a human 
telomerase protein, which may derive from the sequences presented in Figures 1 or 11. 
In preferred embodiments, the portion is from 10 to 100 amino acids long. 
10 in other aspects, antibodies that specifically binds to human telomerase 

protein or portions are provided. 

In a preferred aspect, an oligonucleotide (e.g., a nucleic acid probe or 
primer) is provided that is capable of specifically hybridizing to a nucleic acid molecule 
encoding a human telomerase under conditions of normal stringency. Within certain 
15 embodiments, the nucleic acid molecule has a detectable label. Within certain 
embodiments, the nucleic acid molecule is selected such that it does not hybridize to 
nucleotides 1624-2012 presented in Figure 1. Within certain embodiments of the 
invention, the nucleic acid probe or primer may differ from a wild-type telomerase 
sequence by one or more nucleotides. 
20 In a related aspect, the invention provides a pair of oligonucleotide 

primers capable of specifically amplifying all or a portion of a nucleic acid molecule 
encoding human telomerase. In specific embodiments, the nucleic acid molecule 
comprises the sequence presented in Figure 1, Figure 11, or complements thereof. In 
preferred embodiments, the pair of primers is capable of specifically amplifying 
25 sequence comprising all or a part of region 1, region a, region p, region 2, region 3 
region X or region Y. In a related aspect, the invention provides an oligonucleotide that 
hybridizes specifically to a nucleic acid sequence in region 1, region a, region p, region 
2, region 3 region X or region Y. 

Methods for diagnosing cancer in a patent are also provided. These 
30 methods comprise preparing tumor cDNA and amplifying the tumor cDNA using 
primers that specifically amplify human telomerase nucleic acid sequence, wherein the 
detection of telomerase nucleic acid sequences is indicative of a diagnosis of cancer. 
The amount of detected sequences may be comared to the amount of amplified 
telomerase sequence to a control, wherein increase telomerase nucleic acid sequences 
35 over the control is indicative of a diagnosis of cancer. 



WO 99/01560 PCT/US98/13835 



In yet another aspect, a method of determining a pattern of telomerase 
RNA expression in cells is provided, comprising preparing cDNA from mRNA isolated 
from the cells, amplifying the cDNA using primers according to claim 35, therefrom 
determining the pattern of telomerase RNA expression. In preferred embodiments, the 
5 method further comprises detecting the amplified product by hybridization with an 
oligonucleotide having all or part of the sequence of region 1, region a, region p, region 
2, region 3 region X or region Y. These methods may be used to diagnose cancer in a 
patient, wherein the pattern is indicative of a diagnosis of cancer. 

The invention also provides non-human transgenic animals whose cells 

10 contain a human telomerase gene that is operably linked to a promoter effective for the 
expression of the gene. In preferred embodiments, the animal is a mouse and the 
promoter is tissue-specific. In a related aspect, the invention provides a mouse whose 
cells have an endogenous telomerase gene disrupted by homologous recombination with 
a nonfunctional telomerase gene, wherein the mouse is unable to express endogenous 

15 telomerase. 

The invention also provides inhibitors of human telomerase activity, as 
well as assays for identifying inhibitors of telomerase activity wherein the inhibitor 
binds to telomerase and is not a nucleoside analogue. The inhibitor may be an antisense 
nucleic acid complementary to human telomerase mRNA, a ribozyme and the like. The 

20 inhibitors may be used to treat cancer. 

Also provided are methods for identifying an effector of telomerase 
activity, comprising the general steps of (a) adding a candidate effector to a mixture of 
telomerase protein, RNA component and template, wherein the telomerase protein is 
encoded by an isolated nucleic acid molecule as described above; (b) detecting 

25 telomerase activity, and (c) comparing the amount of activity in step (b) to the amount 
of activity in a control mixture without candidate effector, therefrom identifying an 
effector. Within further embodiments the effector is an inhibitor. With yet other 
embodiments the the nucleic acid molecule encodes human telomerase. 

These and other aspects of the present invention will become evident 

30 upon reference to the following detailed description and attached drawings. In addition, 
various references are set forth below which describe in more detail certain procedures 
or compositions (e.g., plasmids, etc.), and are therefore incorporated by reference in 
their entirety. 
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BRIEF DESCRIPTION OF THE DRAWINGS 

Figures 1 A-E present a DNA sequence (SEQ ID No: ) and predicted 

amino acid sequence (SEQ ID No: ) of human telomerase. 

Figure 2 presents an alignment of Euplotes aediculatus pl23 (SEQ ID 

5 No: ), yeast (EST2) (SEQ ID No: ) and human (HT1) telomerase protein (amino 

acids 29-1132) sequences. Reverse transcriptase motifs are indicated. The region of 
high homology among all three proteins is defined as the Telomerase region. The 
sequences are aligned with ClustalW. 

Figure 3 is a scanned image of a Northern analysis showing that the 

10 telomerase catalytic subunit is expressed in LIM 1215 colon carcinoma cells but not in 
CCD primary fibroblasts. An mRNA of approximately 3.8 kb hybridizes to the hTl 
probe. An additional cross-hybridizing mRNA of higher molecular weight is indicated 
by the top arrowhead. Cross-hybridization to ribosomal RNA present in the polyA* 
RNA preparation is indicated. The same blot is also hybridized to a probe from the 

15 GAPDH gene as a loading control (lower panel). Marker sizes are indicated in kb. 

Figure 4 is a scanned image of a Southern analysis showing that the 
telomerase catalytic subuniris encoded by a single gene and is not amplified in LIM 
1215 cells. Genomic DNA isolated from peripheral human blood and LIM 1215 cell 
line is probed with a hTl probe. The blot also contains dilutions of probe plasmid to 

20 control for the sensitivity of detection. The plasmid is diluted to approximately 10, 5 
and 1 genome equivalents. H, Hind III; E, Eco RI; P, Pst I; X, Xba I; B, Bam HI. 

Figure 5 shows the results of amplification of cDNAs synthesized from 
various tissues. Amplification is performed using primers from the hTl cDNA 
sequence that span an intron in the hTl gene, and the products are blotted and probed 

25 with a radiolabeled oligonucleotide from the hTl sequence. Amplification is also 
performed on the same samples with a pair of primers from the p-actin gene as a 
loading control, a: hTl cDNA control; b: human genomic DNA control; c: no template 
control; d: normal colon RNA; e: normal testis RNA; f: normal lymphocyte RNA; g: 
melanoma RNA (cerebral metastasis); h: melanoma RNA (subcutaneous ankle 

30 metastasis); i: melanoma RNA (liver metastasis); j: melanoma RNA (lung metastasis); 
k: melanoma RNA (axillary lymph node metastasis); 1: melanoma RNA (skin 
metastasis); m: breast carcinoma RNA; n: breast carcinoma RNA; o: breast carcinoma 
RNA; p: breast carcinoma RNA. 

Figure 6 presents results showing hTl expression in pre-crisis cells and 

35 post-crisis cell lines. Upper panel: Nested amplification using primers within the 
original EST. Lower panel: Control RT-PCR using p-actin primers, a: BET-3K passage 
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(p) 7 (pre-crisis); b: BET-3K p32 (post-crisis); c: BFT-3K pl4 (pre-crisis); d: BFT-3K p 
22 (post-crisis); e: BFT-3B pi 5 (pre-crisis); f: BFT-3B p29 (post-crisis); g: GM897 
(ALT); h: IIICF/c (ALT); i: IIICF-T/B1 (ALT); j: No template control. 

Figures 7A-C show some alternative splicing patterns of the hTl 
5 transcript. A, Schematic representation of six splicing variants. B, Combinations of 
some identified RNA variants. C, Sequences of putative exon/intron junctions of RNA 
variants. Variants are marked as in part A. A complete DNA sequence (with protein 

translation) (SEQ ID No: ) of variant 3 is presented. Amino acids corresponding to a 

potential c-Abl/SH3 binding site are underlined. Putative exon/intron junctions are 
10 marked with | and sequence coordinates are as in Figure 1. Putative spliced exons are 
in lower case and putative unspliced introns are in bold. 

Figure 8 shows various splicing patterns of hTl transcript in different 
tumor samples. Nested amplification (14 cycles) is performed using HT2026F and 
HT2482R primers on primary RT-PCR products generated with HT1875F and 
15 HT2781R primers, a: Lung carcinoma; b: Lymphoma; c: Lung carcinoma; d: 
Medulloblastoma; e: Lymphoma; f: Lymphoma; g: T47D; h: Pheochromocytoma; i: 
Lymphoma; j: Glioma; k: Lymphoma; 1: No template control. 

Figure 9 shows the results of amplification on cDNA synthesized from 
LIM 1215 cDNA. As shown, reverse transcriptase motif A is deleted from splicing 
20 variants containing sequence a. Primer combinations are: a, HTM2028F + HT2356R; 
b, HT2026F + HT2482R; c, HTM2028F + HT2482R; d. HT2026F + HT2482R. 

Figures 10A-B present DNA sequences of variant regions of telomerase. 
Figures 11A-W presents DNA and amino acid sequences of exemplary 
variant telomerase proteins. 
25 Figure 12 is a scanned image of a telomerase activity assay. 

Figures 13A-D present a schematic diagram of plasmid pAK128.4 and 
the DNA sequence of the plasmid. 

Figures 14A-E present a schematic diagram of plasmid pAK128.7 and 
the DNA sequence of the plasmid. 
30 Figures 15A-D present a schematic diagram of plasmid pAK128.14 and 

the DNA sequence of the plasmid. 



DETAILED DESCRIPTION OF THE INVENTION 

Prior to setting forth the invention, it may be helpful to an understanding 
thereof to define certain terms used herein. 
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As used herein, "wild-type telomerase" generally refers to a polypeptide 
that enzymatically synthesizes nucleic acid sequences comprising simple repeat 
sequences (e.g., CCCTAA, see Zakian, Science 270: 1601, 1995) to ends of 
chromosomes. The amino acid sequence of one representative wild-type telomerase 

5 from human has been deduced and is presented in Figure 1 (SEQ ID No. ). Within 

the context of this invention, it should be understood that telomerases of this invention 
include not only wild-type protein, but also variants (including alleles) of the wild-type 
protein sequence. Such variants may not necessarily exhibit enzymatic function. 
Briefly, such variants may result from natural polymorphisms, including RNA splice 

10 variants, generated by genetic recombination, or be synthesized by recombinant 
methodology, and moreover, may differ from wild-type protein by one or more amino 
acid substitutions, insertions, deletions, rearrangements or the like. Typically, when the 
result of synthesis, amino acid substitutions are conservative, z.e., substitution of amino 
acids within groups of polar, non-polar, aromatic, charged, etc. amino acids. In the 

15 region of homology to the wild-type sequence in the RTase motif regions variants will 
preferably have at least 90% amino acid sequence identity, and within certain 
embodiments, greater than 92%, 95%, or 97% identity. Outside the RTase motif 
region, variants will preferably have 75% amino acid identity, and within certain 
embodiments, at least 80%, 85%, 90%, 92%, 95% or 97% identity. 

20 As will be appreciated by those skilled in the art, a nucleotide sequence 

encoding telomerase may differ from the wild-type sequence presented in the Figures; 
due to codon degeneracies, nucleotide polymorphisms, or amino acid differences. In 
other embodiments, variants should preferably hybridize to the wild-type nucleotide 
sequence at conditions of normal stringency, which is approximately 25-30°C below 

25 Tm of the native duplex (e.g., 1 M Na+ at 65°C; 5X SSPE, 0.5% SDS, 5X Denhardt's 
solution, at 65°C or equivalent conditions; see generally, Sambrook et al. Molecular 
Cloning: A Laboratory Manual, 2nd ed., Cold Spring Harbor Press, 1987; Ausubel et 
al., Current Protocols in Molecular Biology, Greene Publishing, 1987). Tm for other 
than short oligonucleotides can be calculated by the formula Tm=81.5 + 0.41%(G+C) - 

30 log(Na+). Low stringency hybridizations are performed at conditions approximately 
40°C below Tm, and high stringency hybridizations are performed at conditions 
approximately 10°C below Tm. Variants preferably have at least 75% nucleotide 
identity to wild-type sequence in the RTase motif region, preferably at least 80%, 85%, 
and most preferably at least 90% nucleotide identity. 

35 As used herein, a "promoter" refers to a nucleotide sequence that 

contains elements that direct the transcription of a linked gene. At minimum, a 
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promoter contains an RNA polymerase binding site. More typically, in eukaryotes, 
promoter sequences contain binding sites for other transcriptional factors that control 
the rate and timing of gene expression. Such sites include TATA box, CAAT box, 
POU box, API binding site, and the like. Promoter regions may also contain enhancer 

5 elements. When a promoter is linked to a gene so as to enable transcription of the gene, 
it is "operatively linked". 

An "isolated nucleic acid molecule" refers to a polynucleotide molecule 
in the form of a separate fragment or as a component of a larger nucleic acid construct, 
that has been separated from its source cell (including the chromosome it normally 

10 resides in) at least once in a substantially pure form. Nucleic acid molecules may be 
comprised of a wide variety of nucleotides, including DNA, RNA, nucleotide 
analogues, or some combination of these. 

I. TELOMERASE, TELOMERASE GENES AND GENE PRODUCTS 

As noted above, the invention provides compositions relating to 

15 vertebrate telomerase genes and gene products, and methods for the use of the genes 
and gene products. Given the disclosure provided herein, a telomerase gene can be 
isolated from a variety of cell types that express telomerase, including immortalized or 
transformed cells. As exemplified herein, a cDNA and variants encoding telomerase 
from human cells are identified, isolated, and characterized. Telomerase protein is then 

20 readily produced by host cells transfected with an expression vector encoding 
telomerase. 

A. Isolation of telomerase gene 

As described herein, the invention provides genes encoding telomerase. 
Within one embodiment of the invention, a gene encoding human telomerase can be 
25 identified by amplification of a cDN A library using a primer pair designed from an EST 
sequence. The EST sequence GenBank Accession No. AA281296, is identified by 
sequence identity and similarity to a Euplotes aediculatus telomerase gene (GenBank 
accession no. U95964; Lingner et al., Science 276: 561, 1997). Sequence comparisons 
between the Euplotes telomerase gene and the EST show approximately 38% amino 
30 acid identity and 59% amino acid similarity. 

Telomerase genes may be isolated from genomic DNA or cDNA. 
Genomic DNA is preferred when the promoter region or other flanking regions are 
desired. Genomic DNA libraries constructed in chromosomal vectors, such as YACs 
(yeast artificial chromosomes), bacteriophage vectors, such as XEMBL3, XgtlO, 
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cosmids, or plasmids, and cDNA libraries constructed in bacteriophage vectors (e.g.Jk 
ZAPII), plasmids, or others, are suitable for screening. Such libraries may be 
constructed using methods and techniques known in the art (see Sambrook et al., 
Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Press, 1989) or 
5 purchased from commercial sources (e.g., Clontech, Palo Alto, CA). The DNA may be 
isolated from vertebrate cells, such as human cells, mouse cells, other rodent or primatic 
cells, avian cells, and the like. 

Within one embodiment, the telomerase gene is isolated by amplification 
using cDNA library DNA as templates. Using the reported EST sequence, human 

10 telomerase may be isolated. Briefly, sets of amplification primers are designed based 
upon the EST nucleotide sequence. Examples of such primers are presented in Table 2 
(see also Example 1). Amplification of cDNA libraries made from cells with high 
telomerase activity is preferred. The primers described herein amplify a fragment that 
has a length predicted from the EST sequence from a LIM1215 cDNA library. 

15 LIM1215 is a human colon cancer cell line. Confirmation of the nature of the fragment 
is obtained by DNA sequence analysis. 

DNA fragments encompassing additional sequence are amplified in 
reactions using a primer that hybridizes to vector sequence in conjunction with one of 
the EST primers. By using vector primers from either side of the cloning site in 

20 combination with the EST primers, a 1.6 kb fragment derived from the 3 1 region of h- 
TEL (human telomerase) and a 0.7 kb fragment derived from the 5* region are isolated. 
These fragments are verified as containing telomerase coding sequence by amplification 
with a pair of primers internal to the EST sequence. The two fragments are cloned into 
pBluescript and subjected to DNA sequence analysis. Additional DNA sequence is 

25 obtained by C-RACE and amplification procedures to obtain the 5 f end of a cDNA as 
well as by hybridization and isolation of clones from the cDNA library. 

The compiled DNA sequence and predicted amino acid sequence of a 
reference human telomerase are presented in Figure 1. As shown, the coding region of 
the reference telomerase is 3396 bases long and has an approximately 620 base long 3' 

30 untranslated region. The predicted amino acid sequence is 1132 amino acids long and 
may be delineated into four major domains: N -terminal, basic, reverse transcriptase 
(RT) and C-terminal. Furthermore, human telomerase contains regions of homology to 
other telomerases (e.g., from Euplotes and S. pombe) and reverse transcriptases. These 
motifs are identified herein and in Kilian et al. (Human Molecular Genetics, 12: 201 1- 

35 2019, 1997) as domains 1, 2, A, B, C, and D, in Nakamura et al., (Science, 277: 955- 
959) as domains 1, 2, A, B', C, D, and E, and in Meyerson et al. (Cell, 90: 785-795, 
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1997) as motifs 1-6. Regardless of the name used, these motifs encompass amino acids 
621-626 (motif 1) and 631-634 (motif 2), 708-720 (motif A), 827-839 (motif B), 863- 
871 (motif C), and 895-902 (motif D). Because the boundaries of these motifs are 
based on similarity and identity with other telomerases, the functional boundary of each 
5 motif may be different. 

In addition, variants of the reference telomerase sequence are obtained 
by amplifications, which are described herein. Their DNA and predicted amino acid 
sequences are presented in Figure 1 1 and discussed in further detail below. Briefly, 
some of these variants encode truncated proteins and others have different C-terminal 

10 sequences. These variants likely result from alternative RNA splicing because 
telomerase appears to be a single copy gene in humans (see Example 2). 

Alternatively, other methods may be used to obtain a nucleic acid 
molecule that encodes telomerase. For example, a nucleic acid molecule encoding 
telomerase may be obtained from an expression library by screening with an antibody 

15 or antibodies reactive to telomerase (see, Sambrook et al. Molecular Cloning: A 
Laboratory Manual, 2nd Ed., Cold Spring Harbor Laboratory Press, NY, 1987; Ausubel 
et al. Current Protocols in Molecular Biology, Greene Publishing Associates and 
Wiley-lnterscience, NY, 1995). In another embodiment, nucleic acid molecules 
encoding telomerase may be isolated by hybridization screening of cDNA or genomic 

20 libraries. Oligonucleotides for hybridization screening may be designed based on the 
DNA sequence of human telomerase presented herein. Oligonucleotides for screening 
are typically at least 1 1 bases long and more usually at least 20 or 25 bases long. In one 
embodiment, the oligonucleotide is 20-30 bases long. Such an oligonucleotide may be 
synthesized in an automated fashion. To facilitate detection, the oligonucleotide may be 

25 conveniently labeled, generally at the 5' end, with a reporter molecule, such as a 
radionuclide, (e.g., 32 P), enzymatic label, protein label, fluorescent label, or biotin. A 
library is generally plated as colonies or phage, depending upon the vector, and the 
recombinant DNA is transferred to nylon or nitrocellulose membranes. Hybridization 
conditions are tailored to the length and GC content of the oligonucleotide. Following 

30 denaturation, neutralization, and fixation of the DNA to the membrane, membranes are 
hybridized with labeled probe. Suitable hybridization conditions may be found in 
Sambrook et al., supra, Ausubel et al., supra, and furthermore hybridization solutions 
may contain additives such as tetramethylammonium chloride or other chaotropic 
reagents or hybotropic reagents to increase specificity of hybridization (see for example, 

35 PCT/US97/17413). Following hybridization, suitable detection methods reveal 
hybridizing colonies or phage that are then isolated and propagated. Candidate clones 
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or amplified fragments may be verified as containing telomerase DNA by any of 
various means. For example, the candidate clones may be hybridized with a second, 
non-overlapping probe or subjected to DNA sequence analysis. In these ways, clones 
containing a telomerase gene or gene fragment, which are suitable for use in the present 

5 invention, are isolated. 

Telomerase DNA may also be obtained by amplification of cDNA or 
genomic DNA. Oligonucleotide primers for amplification of a full-length cDNA are 
preferably derived from sequences at the 5 f and 3 ! ends of the coding region. 
Amplification of genomic sequences will use primers that span intronic sequences and 

10 may use conditions that favor long amplification products (see Promega catalogue). 
Briefly, oligonucleotides used as amplification primers preferably do not have self- 
complementary sequences nor have complementary sequences at their 3 1 end (to prevent 
primer-dimer formation). Preferably, the primers have a GC content of about 50% and 
contain restriction sites to facilitate cloning. Generally, primers are between 15 and 50 

15 nucleotides long, and more usually between 20 and 35 nucleotides long. The primers 
are annealed to cDNA or genomic DNA and sufficient amplification cycles are 
v performed fo'yieia a detectable product, preferably one that is readily visualized by gel 
electrophoresis and staining. The amplified fragment is purified and inserted into a 
vector {e.g., a viral, phagemid or plasmid vector, such as XgtlO or pBS(M13+)) and 

20 propagated. 

Telomerase genes from a multitude of species can be isolated using the 
compositions provided herein. For closely related species, the human sequence or 
portion thereof may be utilized as a probe on a genomic or cDNA library. For example, 
a fragment of the telomerase gene that encompasses the catalytic site (approximately 

25 corresponding to amino acids 605-915 of Figure 1) may be labeled and used as a probe 
on a library constructed from mouse, primate, rat, dog, or other vertebrate, warm- 
blooded, or mammalian species. An initial hybridization at normal stringency may 
yield clones or fragments encoding telomerase. If no hybridization is observed, relaxed 
(low) stringency hybridizations may be pursued. Guidelines for varying the stringency 

30 of the hybridization may be acquired from Sambrook et al., supra, and other well- 
known sources. Such probes may also be used on libraries from evolutionarily diverse 
species, such as Drosophila, although hybridization conditions will typically be more 
relaxed. 

Other methods may alternatively be used to isolate telomerase genes 
35 from non-human species. These methods include, but are not limited to, amplification 
using primers derived from conserved areas {e.g., RTase motifs), amplification using 
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degenerate primers from various regions of telomerase including the RTase region, 
antibody probing of expression libraries, telomerase RNA probing of expression 
libraries, and the like. A gene sequence is identified as a telomerase by amino acid 
similarity and / or nucleic acid identity. Generally, amino acid similarity, which allows 

5 for conservative differences, is preferred to identify a telomerase. From diverse species, 
amino acid similarity is generally at least 30% and preferably at least 40% or at least 
50%. Nucleic acid identity may be lower and thus difficult to assess. Several readily 
available computer analysis programs, such as BLASTN and BLASTP, are useful to 
determine relatedness of genes and gene products. Candidate telomerase genes are 

10 examined for enzyme activity by one of the functional assays described herein or other 
equivalent assays. 

B. Variant telomerase genes 

Variants (including alleles) of the telomerase nucleic acid or amino acid 
sequence provided herein may be readily isolated from natural variants (e.g., 

15 polymorphisms, splice variants, mutants), synthesized, or constructed. Depending upon 
the intended use, mutants may be constructed to exhibit altered or deficient telomerase 
function. Particularly useful telomerase genes encode a protein lacking enzyme activity 
but that has a dominant negative phenotype. The telomerase variants, moreover, may 
lack one or more of known telomerase activities, including reverse transcriptase 

20 activity, nucleolytic activity, telomere binding activity, dNTP binding activity, and 
telomerase RNA (hTR) binding activity. 

One skilled in the art recognizes that many methods have been 
developed for generating mutants (see, generally, Sambrook et al., supra; Ausubel 
et al., supra). Briefly, preferred methods for generating a few nucleotide substitutions 

25 utilize an oligonucleotide that spans the base or bases to be mutated and contains the 
mutated base or bases. The oligonucleotide is hybridized to complementary single 
stranded nucleic acid and second strand synthesis is primed from the oligonucleotide. 
Similarly, deletions and/or insertions may be constructed by any of a variety of known 
methods. For example, the gene can be digested with restriction enzymes and religated 

30 such that some sequence is deleted or ligated with an isolated fragment having cohesive 
ends so that an insertion or large substitution is made. In another embodiment, variants 
are generated by "exon shuffling" (see U.S. Patent No. 5,605,793). Variant sequences 
may also be generated by "molecular evolution" techniques (see U. S. Patent No. 
5,723,323). Other means to generate variant sequences may be found, for example, in 

35 Sambrook et al. (supra) and Ausubel et al. (supra). Verification of variant sequences is 
typically accomplished by restriction enzyme mapping, sequence analysis, or probe 
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hybridization, although other methods may be used. The double-stranded nucleic acid 
is transformed into host cells, typically E. colU but alternatively, other prokaryotes, 
yeast, or larger eukaryotes may be used. Standard screening protocols, such as nucleic 
acid hybridization, amplification, and DNA sequence analysis, will identify mutant 
5 sequences. 

In preferred embodiments, variant telomerases are inactive with respect 
to enzyme activity and impart a dominant negative phenotype to a host cell. Regardless 
of the actual mechanism, when a dominant negative telomerase is expressed in a cell, 
the native active telomerase is rendered inactive. In the catalytic domain, RTase motifs 

10 share conserved aspartic acid residues. Human telomerase also contains these critical 
residues: Asp 712, Asp 718, Asp 868, and Asp 869. Mutation of one or more of these 
Asp residues to a non-conservative amino acid (e.g., alanine) will likely destroy 
enzymatic activity and or affect telomere shortening. For each of these mutants, 
dominant negativity is assayed. Preferred mutants are dominant negative and induce a 

15 senescence phenotype in certain embodiments. Other dominant negative variants may 
be generated by deletion of one or more of the RTase motifs or alteration of the region 
involved in DNA priming (such us motif E), binding site for the RNA component, the 
template binding site, the metal ion binding site (such as motif C), and the like. 

In other embodiments, the nucleic acid molecule encoding telomerase 

20 may be fused to another nucleic acid molecule. As will be appreciated, the fusion 
partner gene may contribute, within certain embodiments, a coding region. Thus, it 
may be desirable to use only the catalytic site of telomerase (e.g., amino acids 609-915), 
individual RTase motifs (described above), any of the splicing variant telomerases 
described herein, the telomerase RNA binding site and the like. The choice of the 

25 fusion partner depends in part upon the desired application. The fusion partner may be 
used to alter specificity of the telomerase, provide a reporter function, provide a tag 
sequence for identification or purification protocols, and the like. The reporter or tag 
can be any protein that allows convenient and sensitive measurement or facilitates 
isolation of the gene product and does not interfere with the function of the telomerase. 

30 For reporter function, p-glucuronidase (U.S. Patent No: 5,268,463), green fluorescent 
protein and P-galactosidase are readily available as DNA sequences. A peptide tag is a 
short sequence, usually derived from a native protein, which is recognized by an 
antibody or other molecule. Peptide tags include FLAG®, Glu-Glu tag (Chiron Corp., 
Emeryville, CA) KT3 tag (Chiron Corp.), T7 gene 10 tag (Invitrogen, La Jolla, CA), T7 

35 major capsid protein tag (Novagen, Madison, WI), His 6 (hexa-His), and HSV tag 
(Novagen). Besides tags, other types of proteins or peptides, such as glutathione-S- 
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transferase may be used. 

C. Fragments and oligonucleotide derived from telomerase genes 

In addition, portions or fragments of telomerase gene may be isolated or 
constructed for use in the present invention. For example, restriction fragments can be 
5 isolated by well-known techniques from template DNA, e.g., plasmid DNA, and DNA 
fragments, including restriction fragments, can be generated by amplification. 
Furthermore, oligonucleotides can be synthesized or isolated from recombinant DNA 
molecules. One skilled in the art will appreciated that other methods are available to 
obtain DNA or RNA molecules having at least a portion of a telomerase sequence. 
10 Moreover, for particular applications, these nucleic acids may be labeled by techniques 
known in the art with a radiolabel (e.g., 32 P, 33 P, 35 S, I25 r 131 1, 3 H, U C), fluorescent label 
(e.g., FITC, Cy5, RITC, Texas Red), chemiluminescent label, enzyme, biotin and the 
like. 

Methods for obtaining fragments are well-known in the art. Portions that 

15 are particularly useful within the context of this invention contain the catalytic site, 
individual RTase motifs, the putative intronic sequences (see Figure 10), and the like. 
Oligonucleotides are generally synthesized by automated fashion; methods and 
apparatus for synthesis are readily available (e.g., Applied Biosystems Inc, CA). 
Oligonucleotides may contain non-naturally occurring nucleotides, such as nucleotide 

20 analogues, a modified backbone (e.g., peptide backbone), nucleotide derivatives (e.# M 
biotinylated nucleotide), and the like. As used herein, oligonucleotides refers to a 
nucleic acid sequence of at least about 7 nucleotides and generally not longer than about 
100 nucleotides. Usually, oligonucleotides are between about 10 and about 50 bases, 
more often between about 18 and about 35 nucleotides long. Oligonucleotides can be 

25 single-stranded or in some cases double-stranded. As used herein, portions of a nucleic 
acid refer to a polynucleotide that contains less than the entire parental nucleic acid 
sequence. For example, a portion of telomerase coding sequence contains less than a 
full-length telomerase sequence. A 'portion* is generally at least about seven 
nucleotides, and may be as many as 10, 20, 25 or more nnucleotides in length. A 

30 fragment refers to a polynucleotide molecule of any length and can encompass an 
oligonucleotide, although more usually, but not to be limiting, the term oligonucleotide 
is used to denote short polynucleotides and the term fragment is used to denote longer 
polynucleotides. 

Oligonucleotides for use as primers for amplification and probes for 
35 hybridization screening may be designed based on the DNA sequence of human 
telomerase presented herein. Oligonucleotide primers for amplification of a full-length 
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cDNA are preferably derived from sequences at the 5 ! and 3 f ends. Primers for 
amplification of specific regions are chosen to generate products of an easily detectable 
size. In preferred embodiments, primers are chosen that flank the sequences subject to 
alternative RNA splicing. In preferred embodiments, one set of primers is chosen such 
5 that both the product that spans spliced-in sequence as well as the product that spans 
spliced-out sequence are suitable sizes to be detected under the same reaction 
conditions. In other embodiments, two sets of primers are used to detect the alternative 
spliced RNAs. For example, one set of primers flanks the splice junction in order to 
detect a spliced-out product. The second set of primers may be derived very close to the 

10 junction (such that a spliced-out amplification product is the same size or barely larger 
than a primer-dimer length) or one or more of the set may be derived from the spliced- 
in sequence (such that the spliced-out RNA would not yield any product). An amplified 
Amplification primers preferably do not have self-complementary 
sequences nor have complementary sequences at their 3 ! end (to prevent primer-dimer 

15 formation). Preferably, the primers have a GC content of about 50% and may contain 
restriction sites to facilitate cloning. Amplification primers usually are at least 15 bases 
arid tisiially are hot longer than 50 bases, although in some circumstances and 
conditions shorter or longer lengths can be used. More usually, primers are from 17 to 
40 bases long, 17 to 35 bases long, or 20 to 30 bases long. The primers are annealed to 

20 cDNA or genomic DNA and sufficient amplification cycles, generally 20-40 cycles, are 
performed to yield a product readily visualized by gel electrophoresis and staining or by 
hybridization. The amplified fragment can be purified and inserted into a vector, such 
as XgtlO or pBS(M13+), and propagated, isolated and subjected to DNA sequence 
analysis, subjected to hybridization, or the like. 

25 An oligonucleotide hybridization probe suitable for screening genomic, 

cDNA or other types (e.g., mutant telomerase sequences) of libraries, probing southern, 
northern, or northwestern blots, amplification products, and the like may be designed 
based on the sequences provided herein. Oligonucleotides for hybridization are 
typically at least 11 bases long, generally less than 100 bases long, and preferably at 

30 least 15 bases long, at least 20 bases long, at least 25 bases long, and preferably 20-70, 
25-50, or 30-40 bases long. To facilitate detection, the oligonucleotide may be 
conveniently labeled, generally at the 5* end, with a reporter molecule, such as a 
radionuclide, (e.g., 32pj f enzymatic label, protein label, fluorescent label, or biotin. 
(see Ausubel et al., and Sambrook et al., supra). A library is generally plated as 

35 colonies or phage, depending upon the vector, and the recombinant DNA is transferred 
to nylon or nitrocellulose membranes. Following denaturation, neutralization, and 
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fixation of the DNA to the membrane, membranes are hybridized with labeled probe, 
and washed. Suitable detection methods reveal hybridizing colonies or phage that are 
then isolated and propagated. Methods for transferring nucleic acids to membranes and 
performing hybridizations are well known. In certain embodiments, additives to 
5 hybridization solution, such as a chaotrope (e.g., tetramethylammonium chloride) or a 
hybotrope (e.g., ammonium trichloroacetate; see PCT/ US97/17413) are added to 
increase sensitivity and specificity of hybridization. A probe specifically hybridizes to 
a nucleic acid if it remains detectably annealed after washing under conditions 
equivalent to hybridization conditions (expressed herein as the number of degrees less 
10 than Tm). 

D. Splicing variants of human telomerase 

In addition to the reference telomerase DNA and protein sequences 
presented in Figures 1, several RNA splice variants are observed. Although some of the 
variants may reflect incompletely processed mRNA, it is noteworthy that such variants 

15 are abundant in an RNA sample (LIM1215) preselected for polyadenylated mRNA. 
These findings, together with their clustering in the RT domain, suggest that the 
insertion variants more likely reflect regulation of hTl protein expression. For 
example, variants in which exons are deleted (see a, p, Fig. 7) are likely alternative 
mature coding for variant proteins. Additional evidence in support of alternative 

20 proteins comes from sequence analysis of cDNA clones identified in a LIM1215 cDNA 
library that contained both deletions and insertions compared to the reference sequence. 

At least seven different putative introns appear to be retained in mRNAs 
(see Figure 7, which displays 6 of the 7 introns). The introns may be independently 
retained, thus, a particular mRNA may have none, any one, two, etc. up to seven 

25 introns. The maximum number of different mRNAs resulting from seven 
independently spliced introns is 2 7 , or 128 different mRNAs. DNA sequences of these 
introns are presented in Figure 10. The 5' most intron, called sequence "X", is an 
unknown length, and only a partial sequence is presented. 

The reference telomerase sequence (Figure 1) includes intron a and 

30 intron p. In the following discussion, the effect of presence/absence and location of 
each intron is presented on the basis that it is the only alteration. It will be appreciated 
that a particular intron may alter the sequence of the translated product, regardless of 
whether other introns are spliced in or out. For example, the presence of intron 1 results 
in a frameshift and truncated protein, regardless of whether introns a, p, 2 or 3 are 

35 spliced in or out. 
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The presence of intron "X" results in a truncated protein that contains 
approximately 600 N-terminal amino acids and lacks all of the RTase motifs. The 
presence of intron M Y" at base 222 results in a frameshifted protein that terminates 
within three codons past the intron. As the Y intron is very GC rich, approximately 

5 78%, which is difficult to sequence, it is possible that intron Y causes an insertion of 
about 35 amino acids and not a frameshift. 

Intron 1 at nucleotide 1950 is 38 bp and its presence in mRNA causes a 
frame-shift and ultimate translation of a truncated protein (stop codon at nt 1973). This 
truncated protein contains only RTase domains 1 and 2, 

10 Intron a, located from bases 2131-2166 is frequently observed spliced 

out of telomerase mRNA. A protein translated from such an RNA is deleted for 12 
amino acids, removing RTase motif A. This motif appears to be critical for RT 
function; a single amino acid mutation within this domain in the yeast EST2 protein 
results in a protein that functions as a dominant negative and results in cellular 

15 senescence and telomere shortening. 

Another of the variant sequences, the (J-exon deletion at base 2286-2468, 
encodes a truncated protein, due to a reading frameshift at base 2287, which is joined to 
base 2469, and subsequently a termination codon at base 2605. This variant protein has 
RTase domains 1, 2, A, B, and part of C, but lacks another motif; in addition to the 

20 RTase domain motifs, another sequence motif (AVRIRGKS) identified in the P insert 
of hTl matches a P-loop motif consensus AXXXXGK(S) (Saraste et al., Trends 
Biochem. Sci. 75, 430-434, 1990). This motif is found in a large number of protein 
families including a number of kinases, bacterial dnaA, recA, recF, mutS and ATP- 
binding helicases (Devereaux et al., Nucleic Acids Res., 12, 387-395, 1984). The P-loop 

25 is thus present only in a subpopulation of the h-TEL mRNAs in most RNA samples 
analyzed and completely absent from several tumor samples (Figure 8). 

Intron 2 at base 2843 contains an in-frame termination codon, resulting 
in a truncated protein that has the entire RTase domain region, but lacks the C-terminus. 
As the C-terminus may play a regulatory role, protein activity will likely be affected. 

30 When intron 3 is retained, a smaller protein is also produced because the intron contains 
an in-frame stop codon. Thus, the protein has an altered C-terminal sequence. What 
activity such proteins might have is currently unknown. The crystal structure of the 
HTV-1 reverse transcriptase demonstrates that a short form of the protein (p51) that 
lacks the RNAase domain is inhibited by the C-terminal 'connection* folding into the 

35 catalytic cleft. If hTl is assumed to adopt a similar structure to HIV-RT, then C- 
terminal hTl protein variants may reflect a similar mechanism of regulation. 
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In addition to variants that lack the reference C-terminal domain, a 
variant with intron3 at base 2157 expresses an alternative C-terminal domain. 
Furthermore, the coding region donated by intron 3 has a potential SH3 binding site, 
SGQPEMEPPRRPSGCVG, which matches the consensus c-Abl SH3 binding peptide 
5 (PXXXXPXXP) found in proteins such as ataxia telangiectasia mutated (ATM). A 
second example of this motif is found within the N-terminal end of the hTl protein in 
the peptide HAGPPSTSRPPRPWDTP. Other alternative C-terminal domains are found 
in telomerase cDNAs; the EST12462 (GenBank Accession No. AA299878) has about 
50 bases of identical sequence up to base 2157 and then diverges from the reference 

10 telomerase sequence as well as intron 3. This new sequence has an internal stop codon 
in 50 bases that would result in a truncated C-terminus. 

The variant detected in one ALT cell line (Fig. 6, lane i) opens up the 
possibility that the basic domain of hTl may contribute to the ALT mechanism in at 
least some ALT cell lines. Interestingly, this ALT cell line expresses the hTR gene. 

15 One possible mechanism of ALT could involve dysregulated telomerase components 
that are inactive in the TRAP assay. 

The following table summarizes the splice variants and resulting 
proteins. For simplicity, only a single variant is listed for each resulting protein. 
Furthermore, as noted above, the presence of the Y intron appears to cause a frameshift 

20 resulting in a truncated protein, but may cause an insertion. Thus, each reading frame 
of the Y intron is presented and the table is constructed as if the insertion does not cause 
a truncated protein. An independent assortment of these known introns would lead to 
128 different mRNA sequences. The DNA and amino acid sequences for the variants in 
Table 1 are presented in Figure 1 1 . 
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E, Vectors, host cells and means of expressing and producing protein 

Telomerase protein may be expressed in a variety of host organisms. In 
5 one embodiment, telomerase is produced in bacteria, such as E. coli 9 for which many 
expression vectors have been developed and are readily available. Other suitable host 
organisms include other bacterial species, and eukaryotes, such as yeast {e.g., 
Saccharomyces cerevisiae), mammalian cells (e.g., CHO and COS-7), and insect cells 
(e.*,Sf9). 

10 A DNA sequence encoding telomerase, a portion thereof, a variant, 

fusion protein or the like, is introduced into an expression vector appropriate for the 
host. In certain embodiments, telomerase is inserted into a vector such that a fusion 
protein is produced. The telomerase sequence is derived from an existing fragment, 
cDNA clone, or synthesized. A preferred means of synthesis is amplification of the 
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gene from cDNA using a set of primers that flank the coding region or the desired 
portion of the protein. As discussed above, the telomerase sequence may contain 
alternative codons for each amino acid with multiple codons. The alternative codons 
can be chosen as "optimal" for the host species. Restriction sites are typically 
5 incorporated into the primer sequences and are chosen with regard to the cloning site of 
the vector. If necessary, translational initiation and termination codons can be 
engineered into the primer sequences. 

At minimum, the vector must contain a promoter sequence. Other 
regulatory sequences may be included. Such sequences include a transcription 

10 termination signal sequence, secretion signal sequence, origin of replication, selectable 
marker, and the like. The regulatory sequences are operationally associated with one 
another to allow transcription or translation. 

The plasmids used herein for expression of telomerase include a 
promoter designed for expression of the proteins in a host cell (e.g., bacterial). Suitable 

15 promoters are widely available and are well known in the art. Inducible or constitutive 
promoters are preferred. Such promoters for expression in bacteria include promoters 
from the T7 phage and other phages, such as T3, T5, and SP6, and the trp, Ipp, and lac 
operons. Hybrid promoters (see, U.S. Patent No. 4,551,433), such as tac and trc, may 
also be used. Promoters for expression in eukaryotic cells include the P10 or 

20 polyhedron gene promoter of baculovirus/insect cell expression systems (see, e.g., U.S. 
Patent Nos. 5,243,041, 5,242,687, 5,266,317, 4,745,051, and 5,169,784), MMTV LTR, 
CMV IE promoter, RSV LTR, SV40, metallothionein promoter (see, e.g., U.S. Patent 
No. 4,870,009) and other inducible promoters. For expression of the proteins, a 
promoter is inserted in operative linkage with the coding region for the telomerase 

25 protein. 

The promoter controlling transcription of the telomerase may itself be 
controlled by a repressor. In some systems, the promoter can be derepressed by altering 
the physiological conditions of the cell, for example, by the addition of a molecule that 
competitively binds the repressor, or by altering the temperature of the growth media. 

30 Preferred repressor proteins include, but are not limited to, the E. coli lad repressor, 
which is responsive to IPTG induction, the temperature sensitive XcI857 repressor, and 
the like. The E. coli lad repressor is preferred. 

In other preferred embodiments, the vector also includes a transcription 
terminator sequence, which has either a sequence that provides a signal that terminates 

35 transcription by the polymerase that recognizes the selected promoter and/or a signal 
sequence for polyadenylation. 
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Preferably, the vector is capable of replication in the host cells. Thus, 
when the host cell is a bacterium, the vector preferably contains a bacterial origin of 
replication. Preferred bacterial origins of replication include the fl-ori and col El 
origins of replication, especially the ori derived from pUC plasmids. In yeast, ARS or 
5 CEN sequences can be used to assure replication. A well-used system in mammalian 
cells is SV40 ori. 

The plasmids also preferably include at least one selectable marker that 
is functional in the host. A selectable marker gene includes any gene that confers a 
phenotype on the host that allows transformed cells to be identified and selectively 
10 grown. Suitable selectable marker genes for bacterial hosts include the ampicillin 
resistance gene (Amp r ), tetracycline resistance gene (Tc 1 ) and the kanamycin resistance 
gene (Kan r ). The kanamycin resistance gene is presently preferred. Suitable markers 
for eukaryotes usually require a complementary deficiency in the host (e.g., thymidine 
kinase (tk) in tk- hosts). However, drug markers are also available (e.g., G418 
1 5 resistance and hygromycin resistance). 

The sequence of nucleotides encoding the telomerase may also include a 
secretion signal; whereby" the resulting peptide is a synthesized as precursor protein and 
is subsequently processed and secreted. The resulting processed protein may be 
recovered from periplastic space or fermentation medium. Secretion signals suitable 
20 for use are widely available and are well known in the art (von Heijne, J. Mol. Biol 
784:99-105, 1985). Prokaryotic and eukaryotic secretion signals that are functional in 
E. coli (or other host) may be employed. The presently preferred secretion signals 
include, but are not limited to, those encoded by the following E. coli genes: pelB (Lei 
et al., ./. Bacteriol. 169A379, 1987), phoA, ompA, ompT, ompF, ompC, beta-lactamase, 
25 and alkaline phosphatase. 

One skilled in the art appreciates that there are a wide variety of suitable 
vectors for expression in bacterial cells and which are readily obtainable. Vectors such 
as the pET series (Novagen, Madison, WI), the tac and trc series (Pharmacia, Uppsala, 
Sweden), pTTQ18 (Amersham International pic, England), pACYC 177, pGEX series, 
30 and the like are suitable for expression of a telomerase. Baculovirus vectors, such as 
pBlueBac (see, e.g., U.S. Patent Nos. 5,278,050, 5,244,805, 5,243,041, 5,242,687, 
5,266,317, 4,745,051, and 5,169,784; available from Invitrogen, San Diego) may be 
used for expression of the telomerase in insect cells, such as Spodoptera frugiperda sf9 
cells (see, U.S. Patent No. 4,745,051). The choice of a host for the expression of a 
35 telomerase is dictated in part by the vector. Commercially available vectors are paired 
with suitable hosts. 
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A wide variety of suitable vectors for expression in eukaryotic cells are 
available. Such vectors include pCMVLacI, pXTl (Stratagene Cloning Systems, La 
Jolla, CA); pCDNA series, pREP series, pEBVHis (Invitrogen, Carlsbad, CA). In 
certain embodiments, telomerase gene is cloned into a gene targeting vector, such as 

5 pMC 1 neo, a pOG series vector (Stragene). 

Telomerase protein is isolated by standard methods, such as affinity 
chromatography, size exclusion chromatography, metal ion chromatography, ionic 
exchange chromatography, HPLC, and other known protein isolation methods, {see 
generally Ausubel et al., supra; Sambrook et al., supra). An isolated purified protein 

10 gives a single band on SDS-PAGE when stained with Coomassie blue. 

In one embodiment, the telomerase protein is expressed as a hexa-his 
fusion protein and isolated by metal-containing chromatography, such as nickel-coupled 
beads. Briefly, a sequence encoding His 6 is linked to a DNA sequence encoding a 
telomerase. Although the His 6 sequence can be positioned anywhere in the molecule, 

15 preferably it is linked at the 3' end immediately preceding the termination codon. The 
His-hTI fusion may be constructed by any of a variety of methods. A convenient 
method is amplification of the TEL gene using a downstream primer that contains the 
codons for His 6 . 

F. Peptides and proteins of telomerase 

20 In one aspect of the present invention, peptides having telomerase 

sequence are provided. Peptides may be used as immunogens to raise antibodies, as 
inhibitors or enhancers of telomerase function, in assays described herein and the like. 
Peptides are generally five to 100 amino acids long, and more usually 10 to 50 amino 
acids. Peptides are readily chemically synthesized in an automated fashion 

25 (PerkinElmer ABI Peptide Synthesizer) or may be obtained commercially. Peptides 
may be further purified by a variety of methods, including high-performance liquid 
chromatography. Furthermore, peptides and proteins may contain amino acids other 
than the 20 naturally occurring amino acids or may contain derivatives and modification 
of the amino acids. 

30 Peptides of particular interest within the context of this invention have 

the sequence of the intron sequences (Figure 10), the RTase motifs, and the like. In 
certain embodiments, telomerase proteins have the amino acid sequences presented in 
Figures 1 or 1 1, or a portion thereof which is at least 8 amino acids in length (and may 
be 10, 15, 20 or more amino acids in length). In other embodiments, the protein has one 

35 or more amino acid substitutions, additions, deletions. In yet other embodiments, the 
protein has an amino acid sequence determined by a nucleic acid sequence that 
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hybridizes under normal stringency conditions to the complement of any of the 
sequences in Figure 11. As indicated above, variants of telomerase include allelic 
variants. 



II. TELOMERASE ASSAYS 

5 A variety of assays are available to determine telomerase activity and 

expression. Such assays include in vitro assays that measure the ability of telomerase to 
extend a telomeric DNA substrate, nucleolytic activity, primer (telomere) binding 
activity, dNTP binding activity, telomerase RNA (hTR) binding activity, in vivo gain- 
of-function assays, in vivo loss-of function assays, in situ hybridization, RNase probe 

10 protection, Northern analysis, amplification of cDNA, antibody staining, and the like. 

A. Assays for catalytic activity 

Various assays for catalytic activity are described in U.S. Patent Nos. 
5,629,154; 5,639,613; 5,645,986 among others. In one conventional assay for 
telomerase activity, a single-stranded DNA primer having the sequence of the host 
15 telomere (eg. ,* [TTAGGG],, ) and the telomerase enzyme are used (see Shay et al., 
Methods in Molecular Genetics 5:263, 1994; Greiderand Blackburn, Cell 43:405, 1985; 
Morin, Cell 59:521, 1989; U.S. Patent No. 5,629,154). A preferred assay incorporates a 
detergent-based extraction with an amplification-based assay. This assay, called TRAP 
(telomeric repeats amplification protocol), has improved sensitivity (Kim et al., Science 
20 266: 2011, 1994). Briefly, in TRAP, telomerase synthesizes extension products, which 
then serve as templates for amplification. The telomerase products are amplified with a 
primer derived from a non-telomeric region of the oligonucleotide and a primer derived 
from the telomeric region. When the amplification products are analyzed, such as by 
gel electrophoresis, a ladder of products is observed when telomerase activity is present. 
25 Permutations of this assay have been described (Krupp et al., Nucl. Acids Res. 25: 919, 
1997; Savoysky et al., Nucl. Acids Res. 24: 1175, 1996). As well, other telomerase 
assays are available (Faraoni et al., J. Chemother 8: 394, 1996, describing an in vitro 
chemosensitivity assay; Tatematsu et al., Oncogene 13: 2265, 1996, describing a 
"stretch PCR assay"; Lin and Zakian, Cell 81: 1 127, 1995, describing an in vitro assay 

30 for Saccharomyces). 

In addition, catalytic or other activities may be measured by an in vitro 
reconstitution system (see Examples). Briefly, the assays, such as those described 
herein, are performed using purified telomerase protein that is produced by recombinant 
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meant and other necessary components, such as the telomerase RNA component, other 
proteins such as described in WO 98/14593. 

B. Assays for other activities 

Nucleolytic activity may be assessed by protocols described for example 
5 in Collins and Grieder, Genes and Development 7: 1364, 1993). The nucleolytic 
activity is excision of a nucleotide (G from the telomeric repeat TTAGG) from the 3' 
end of a nucleotide sequence that is positioned at the 5' boundary of the DNA template. 
Briefly, the activity can be measured by a reaction that uses a nucleic acid template with 
a 3* nucleotide that is blocking, i.e., cannot serve as a primer for a polymerase, unless 
10 removed by nucleolytic activity. 

Telomere binding activity and assays are described in for example 
Harrington et ah, 1 Biol Chem. 270: 8893, 1995. In general, any assay such as a gel- 
shift assay, that detects protein-nucleic acid interactions may be used. DNTP and RNA 
binding activity assays are described in Morin, Eur. J. Cancer 33: 750 for example. 

15 C Gain and loss of function 

In vivo gain-of-function assays may be performed by transfecting an 
expression vector encoding telomerase into cells that have no or little detectable 
endogenous activity. Activity is then measured by an in vitro assay, such as those 
described herein. Another gain of function assay can be performed in tumor cells or 

20 other cells expressing telomerase or reverse transcriptase. A telomerase gene is 
transfected into the cells, expressed at high levels, and these cells are treated with 
inhibitors of reverse transcriptase. Telomerase activity is then observed as decreased 
sensitivity to such inhibitors. Furthermore, rescue of function in the yeast telomerase 
mutant EST2 may be measured. 

25 Loss of function may be measured in cells expressing high levels of 

telomerase activity, such as LIM 1215 cells or other tumor cells. In this assay, anti- 
sense oligonucleotide molecules are introduced into the cells, generally in an expression 
vector. Telomerase gene is verified by diminished telomerase activity. In another 
assay, antibodies to telomerase that inhibit function can be used to demonstrate a 
30 functional molecule. 

D. Expression of telomerase 

Expression of telomerase in various cells may be assayed by standard 
assays using the sequences provided herein. For example, in situ hybridization with 
radioactive or fluorescent-labeled probes (fragments or oligonucleotides) may be used 
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on tissue sections or fixed cells. Alternatively, RNA may be isolated from the cells and 
used in Northern, RNase probe protection assays, and the like. Probes for particular 
regions and probes that are variant specific will generate expression profiles of the 
various telomerase transcripts. 

In a preferred embodiment, telomerase expression is assayed by 
amplification. Primer pairs for telomerase, including primer pairs for particular 
variants, are used to amplify cDNA synthesized from cellular RNA. The cDNA may be 
synthesized from either total RNA or poly(A)+ RNA. Methods and protocols for RNA 
isolation are well known. The cDNA may be initiated by an oligo(dT) primer, random 
primers (e.g., dN 6 ), telomerase specific primer, and the like. The choice of a primer will 
depend at least in part on the quantity of RNA and the purpose of the assay. 
Amplification primers are designed to amplify any one of, particular combinations, or 
all of the variants present in vertebrate cells. Conditions for amplification are chosen to 
be commensurate with the primer length, base content, length of amplified product and 
the like. Various amplification systems are available (see Lee et al., Nucleic Acid 
Amplification Technologies, BioTechniques Books, Eaton Publishing, Natick, MA, 
' 1997; Larrick,' The PCR Technique: Quantitative PCR, BioTechniques Books, Eaton 
Publishing, Natick, MA, 1997). 

Other assays for measuring expression qualitatively and quantitatively 
are well known. RNase probe protection and Northern analysis are amenable when the 
amount of telomerase mRNA is sufficient. When very few cells are available, a single 
cell analysis is desirable, or when the fraction of telomerase RNA in the sample is very 
low, an amplification protocol is preferred. RNase probe protection, in particular, is 
well suited for detecting splice variants, mutations, as well as quantitating these RNAs. 
25 As discussed above, in preferred embodiments, expression of the various 

RNA species is monitored. The different species may be assayed by any method which 
distinguishes one of the species over the others. Thus, length determination by 
Northern, RNase probe protection, cloning and amplification are some of the available 
methods.' In preferred embodiments. RNase probe protection and amplification are 
used. For RNase probe protection, the probe will generally be a fragment derived from 
the junction of the reference sequence and the intron sequence or derived from the 
sequence surrounding the intron insertion site. For example, a fragment of the reference 
telomerase that spans nucleotide 1950-1951 (e.g., nucleotides 1910-1980) will protect 
the reference sequence as a 71 base fragment, but will protect a telomerase with intron 1 
35 as two fragments of 41 and 30 bases. In contrast, a fragment that contains nucleotides 
1910-1950 and 30 bases of intron 1 will protect an intron 1 variant as a 71 base 
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fragment and the reference telomerase as a 41 base fragment. Fragments for RNase 
probe protection are chosen usually in the range of 30 to 400 bases and are positioned to 
yield readily distinguishable protection products. 

Another method that can be used to distinguish variants is amplification. 
5 Amplification primer design and strategy are described above. Briefly, primers that will 
individually amplify each spliced-in or spliced-out variant are preferred. Multiple 
reactions can be performed to identify variants with more than one spice-in or splice-out 

event. . 

Methods that measure telomerase protein are also useful within the 

10 context of the present invention. By way of example, antibodies to telomerase may be 
used to stain tissue sections or permeabilized cells. Antibodies may also be used to 
detect protein by immunoprecipitation, Western blot and the like. Furthermore, 
subcellular localization of telomerase and telomerase variants may be determined using 
the antibodies described herein. 

15 E. Antibodies to telomerase 

Antibodies to the telomerase proteins, fragments, or peptides discussed 
herein may readily be prepared. Such antibodies may specifically recognize wild type 
telomerase protein and not a mutant (or variant) protein, mutant (or variant) telomerase 
protein and not wild type protein, or equally recognize both the mutant (or variant) and 

20 wild-type forms. Antibodies may be used for isolation of the protein, inhibiting 
(antagonist) activity of the protein, or enhancing (agonist) activity of the protein. As 
well, assays for small molecules that interact with telomerase will be facilitated by the 

development of antibodies. 

Within the context of the present invention, antibodies are understood to 
25 include monoclonal antibodies, polyclonal antibodies, anti-idiotypic antibodies, 
antibody fragments (e.g., Fab, and F(ab') 2 , F v variable regions, or complementarity 
determining regions). Antibodies are generally accepted as specific against telomerase 
protein if they bind with a K d of greater than or equal to lO^M, preferably greater than 
of equal to lO^M. The affinity of a monoclonal antibody or binding partner can be 
30 readily determined by one of ordinary skill in the art (see Scatchard, Ann. N. Y. Acad. 

Sci. 51 :660-672, 1949). 

Briefly, a polyclonal antibody preparation may be readily generated in a 
variety of warm-blooded animals such as rabbits, mice, or rats. Typically, an animal is 
immunized with telomerase protein or peptide thereof, which is preferably conjugated 
35 to a carrier protein, such as keyhole limpet hemocyanin. Routes of administration 
include intraperitoneal, intramuscular, intraocular, or subcutaneous injections, usually tn 
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an adjuvant (e.g., Freund's complete or incomplete adjuvant). Particularly preferred 
polyclonal antisera demonstrate binding in an assay that is at least three times greater 
than background. 

Monoclonal antibodies may also be readily generated from hybridoma 
cell lines using conventional techniques (see U.S. Patent Nos. RE 32,011, 4,902,614, 
4,543,439, and 4,41 1,993; see also Antibodies: A Laboratory Manual, Harlow and Lane 
(eds.)', Cold Spring Harbor Laboratory Press, 1988). Briefly, within one embodiment, a 
subject animal such as a rat or mouse is injected with telomerase or a portion thereof. 
The protein may be administered as an emulsion in an adjuvant such as Freund's 
i complete or incomplete adjuvant in order to increase the immune response. Between 
one and three weeks after the initial immunization the animal is generally boosted and 
may tested for reactivity to the protein utilizing well-known assays. The spleen and/or 
lymph nodes are harvested and immortalized. Various immortalization techniques, such 
as mediated by Epstein-Barr virus or fusion to produce a hybridoma, may be used. In a 
» preferred embodiment, immortalization occurs by fusion with a suitable myeloma cell 
line to create a hybridoma that secretes monoclonal antibody. Suitable myeloma lines 
include, for example, NS-1 (ATCC No. TIB 18), and P3X63 - Ag 8.653 (ATCC 
No. CRL 1580). The preferred fusion partners do not express endogenous antibody 
genes. Following fusion, the cells are cultured in medium containing a reagent that 
0 selectively allows for the growth of fused spleen and myeloma cells such as HAT 
(hypoxanthine, aminopterin, and thymidine). After about seven days, the hybridomas 
may be screened for the presence of antibodies that are reactive against a telomerase 
protein. A wide variety of assays may be utilized, including for example countercurrent 
immuno-electrophoresis, radioimmunoassays, radioimmunoprecipitations, enzyme- 
15 linked immunosorbent assays (ELISA), dot blot assays, western blots, 
immunoprecipitation, inhibition or competition assays, and sandwich assays (see U.S. 
Patent Nos. 4,376,110 and 4,486,530; see also Antibodies: A Laboratory Manual, 
Harlow and Lane (eds.), Cold Spring Harbor Laboratory Press, 1 988). 

Other techniques may also be utilized to construct monoclonal antibodies 
30 (see Huse et al., Science 246:1275-1281, 1989; Sastry et al., Proc. Natl. Acad. Sci. USA 
$6:5728-5732, 1989; Alting-Mees etal., Strategies in Molecular Biology 3:1-9, 1990; 
describing recombinant techniques). Briefly, mRNA is isolated from a B cell 
population and utilized to create heavy and light chain immunoglobulin cDNA 
expression libraries in suitable vectors, such as XlmmunoZap(H) and WmmunoZap(L). 
35 These vectors may be screened individually or co-expressed to form Fab fragments or 
antibodies (see Huse etal., supra; Sastry etal., supra). Positive plaques may 
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subsequently be converted to a non-lytic plasmid that allows high level expression of 
monoclonal antibody fragments from E. coli. 

Similarly, portions or fragments, such as Fab and Fv fragments, of 
antibodies may also be constructed utilizing conventional enzymatic digestion or 

5 recombinant DNA techniques to yield isolated variable regions of an antibody. Within 
one embodiment, the genes which encode the variable region from a hybridoma 
producing a monoclonal antibody of interest are amplified using nucleotide primers for 
the variable region. These primers may be synthesized by one of ordinary skill in the 
art, or may be purchased from commercially available sources (e.g., Stratacyte, La Jolla, 

10 CA) Amplification products are inserted into vectors such as ImmunoZAP™ H or 
ImmunoZAP™ L (Stratacyte), which are then introduced into E. coli, yeast, or 
mammalian-based systems for expression. Utilizing these techniques, large amounts of 
a single-chain protein containing a fusion of the V H and V L domains may be produced 
(see Bird et al., Science 242:423-426, 1988). In addition, techniques may be utilized to 

15 change a "murine" antibody to a "human" antibody, without altering the binding 

specificity of the antibody. 

Once suitable antibodies have been obtained, they may be isolated or 
purified by many techniques well known to those of ordinary skill in the art (see 
Antibodies: A Laboratory Manual, Harlow and Lane (eds.), Cold Spring Harbor 
20 Laboratory Press, 1988). Suitable techniques include peptide or protein affinity 
columns, HPLC or RP-HPLC, purification on protein A or protein G columns, or any 
combination of these techniques. 

F. Proteins that interact with telomerase 

Proteins that directly interact with telomerase can be detected by an 

25 assay such as a yeast 2-hybrid binding system. Briefly, in a two-hybrid system, a 
fusion of a DNA-binding domain-telomerase protein (e.g., GAL4-telomerase fusion) is 
constructed and transfected into a cell containing a GAL4 binding site linked to a 
selectable marker gene. The whole telomerase protein or subregions of telomerase may 
be used. A library of cDNAs fused to the GAL4 activation domain is also constructed 

30 and co-transfected. When the cDNA in the cDNA-GAL4 activation domain fusion 
encodes a protein that interacts with telomerase, the selectable marker is expressed. 
Cells containing the cDNA are then grown, the construct isolated and characterized. 
Other assays may also be used to identify interacting proteins. Such assays include 
ELISA, Western blotting, co-immunoprecipitations and the like. 
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HI. INHIBITORS AND ENHANCERS OF TELOMERASE ACTIVITY 

Candidate inhibitors and enhancers (collectively referred to as 
"effectors") may be isolated or procured from a variety of sources, such as bacteria, 
fungi, plants, parasites, libraries of chemicals (e.g., combinatorial libraries), random 
peptides or the like. Effectors may also be peptides or variant peptides of telomerase, 
variants of telomerase, antisense nucleic acids, antibodies to telomerase, inhibitors of 
promoter activity of telomerase, and the like. Inhibitors and enhancers may be also be 
rationally designed, based on the protein structure determined from X-ray 
crystallography (see, Livnah et al., Science 273:464, 1996). In certain preferred 
embodiments, the inhibitor targets a specific telomerase, such as a variant. 

An inhibitor may act by preventing binding of telomerase to other 
components of the ribonucleoprotein complex or to the telomere, by causing 
dissociation of the bound proteins, or by other mechanism. An inhibitor may act directly 
or indirectly. In preferred embodiments, inhibitors interfere in the binding of the 
telomerase protein to either the telomerase RNA or to the telomeres. In other preferred 
embodiments, the inhibitors are small molecules. In a most preferred embodiment, the 
inhibitors cause a cell to cease replication. Inhibitors should have a minimum of side 
effects and are preferably non-toxic. Inhibitors that can penetrate cells are preferred. 

In other preferred embodiments, an effector is a protein or peptide of 
telomerase that acts in a dominant negative fashion (see, Ball et al., Current Biology 
7:71, 1997; Current Biology 6:84, 1996). For example, a peptide of telomerase that 
competitively inhibits the binding of telomerase to telomeres will disrupt the 
lengthening of telomeres. Generally, these peptides have native sequence, but variants 
may have increased activity (see, Ball et al., supra). Variants may be constructed by the 
methods described herein. Other peptides may bind telomerase and inhibit one or more 
of its activities, but do not have telomerase amino acid sequence. Such peptides may be 
identified by the assays described herein. The proteins or peptides may also increase 
telomerase activity. For effective inhibition, peptide inhibitors are preferably expressed 
from vectors transfected or infected into host cells, but may also be introduced by other 
means, such as liposome-mediated fusion, and the like. Eukaryotic vectors are well 
known and readily available. Vectors include plasmids, viral-based vectors, and the 
like. 

In another preferred embodiment, the inhibitor is a nbozyme. 
"Ribozyme" refers to a nucleic acid molecule which is capable of cleaving a telomerase 
> nucleic acid sequence. Ribozymes may be composed of DNA, RNA, nucleic acid 
analogues, or any combination of these (e.g., DNA/RNA hybrids). A "ribozyme gene" 
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refers to a nucleic acid molecule which, when transcribed into RNA, yields the 
ribozyme, and a ,, ribozyme vector" refers to an assembly that is capable of transcribing 
a ribozyme gene of interest, and may be composed of either DNA or RNA. Within 
certain embodiments of the invention, the vector may include one or more restriction 

5 site(s) and selectable marker(s). Furthermore, depending on the choice of vector and 
host cell, additional elements such as an origin of replication, polyadenylation site, and 
enhancers may be included in the vectors described herein. 

As noted above, the present invention also provides ribozymes having 
the ability to inhibit expression of the telomerase gene. Briefly, a wide variety of 

10 ribozymes may be generated for use within the present invention, including for 
example, hairpin ribozymes (see e.g., Hampel et al., Nucl. Acids Res. 75:299-304, 1990, 
EPO 360,257, and U.S. Patent No. 5,254,678), hammerhead ribozymes (see e.g., Rossi, 
J.J. etal., Pharmac. Ther. 50:245-254, 1991; Forster and Symons, Cell 45:211-220, 
1987; Haseloff and Gerlach, Nature 325:596-600, 1988; Walbot and Bruening, Nature 

15 334:196, 1988; Haseloff and Gerlach, Nature 334:585, 1988; Haseloff et al., U.S. Patent 
No. 5,254,678), hepatitis delta virus ribozymes (see, e.g, Perrotta and Been, Biochem. 
37:16, 1992), Group I intron ribozymes such as those based upon the Tetrahymena 
ribosomal RNA (see, e.g, Cech et al., U.S. Patent No. 4,987,071) RNase P ribozymes 
(see, e.g, Takada et al., Cell 35:849, 1983); as well as a variety of other nucleic acid 

20 structures with the capability to cleave a desired or selected target sequence (see e.g., 
WO 95/29241, and WO 95/31551). Within certain embodiments of the invention, the 
ribozymes may be altered from their traditional structure in order to include tetraloops 
or other structures that increase stability (see, e.g., Anderson etal., Nucl. Acids Res. 
22:1096-1100, 1994; Cheong etal., Nature 34(5:680-682, 1990), or which make the 

25 ribozyme resistant to RNase or endonuclease activity (see e.g., Rossi et al., Pharmac. 

Ther. 50:245-254, 1991). 

Within one embodiment of the invention, hairpin and hammerhead 
ribozymes are provided with the capability of cleaving telomerase nucleic acid 
sequences. Briefly, hairpin ribozymes are generated so that they recognize the target 

30 sequence N,XN*GUC(N >6 ), wherein N is G, U, C, or A, X is G, C, or U, and * is the 
cleavage site. Similarly, hammerhead ribozymes are generated so that they recognize 
the sequence NUX, wherein N is G, U, C, or A. The additional nucleotides of the 
hammerhead ribozyme or hairpin ribozyme is determined by the target flanking 
nucleotides and the hammerhead consensus sequence (see Ruffher et al., Biochemistry 

35 29:10695-10702, 1990). The preparation and use of certain ribozymes is described in 
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Cech et al. (U.S. Patent No. 4,987,071). The ribozymes are preferably expressed from a 

vector introduced into the host cells. 

Ribozymes of the present invention, as well as DNA encoding such 
ribozymes can be readily generated utilizing published protocols (e.g., Promega, 
Madison Wis., Heidenreich et al., J. FASEB 70:90-6, 1993; Sproa, Cur, 0 P >n 
Biotechnol. 4:20-28, 1993). Alternatively, ribozymes may be generated from a DNA or 
cDNA molecule which encodes a ribozyme and which is operably linked to a RNA 
polymerase promoter (e.g., SP6 or T7). An RNA ribozyme is generated upon 
transcription of the DNA or cDNA molecule. 

In other preferred embodiments, inhibitors diminish promoter activity of 
telomere A eukaryotic promoter comprises sequences bound by RNA polymerase 
and other proteins participating in control of the transcription unit. Telomerase 
transcription appears to be highly regulated; the protein is expressed mainly m stem 
embryonic, and cancer cells, and expressed at much lower levels, if at all, in most 
somatic cells. Thus, me promoter is a potential target for inhibitors. The inhibitors may 
disrupt or prevent binding of one or more of the factors that control transcription of 
^vl^ K^on*^ or cease. The levels of transcription need - 
only fall to a low enough level that at least one telomere becomes absent. 

Another inhibitor of the present invention is antisense RNA or DNA to 
, telomerase coding or non-coding sequence. Antisense nucleic acids directed to a 
particular mRNA molecule have been shown to inhibit protein expression of the 
encoded protein Based upon the telomerase sequences presented herein, an anusense 
sequence is designed and preferably inserted into a vector suitable for transfecUon into 
host cells and expression of the antisense. The antisense may bind to any part of the 
5 hTI RNA In certain embodiments, the antisense is designed to bind specifically to one 
or more variants. Specific binding means that under physiological conditions .the 
antisense binds to RNAs that have the complementary sequence, but not other RNAs. 
Because telomerase RNAs that contain any particular intron sequence may be a 
heterogeneous group of variants due to independent assortment of splice variants, more 
J0 than one species of RNA may be bound and inactivated. The antisense polynucfcotides 
herein are at least 7 nucleotides long and generally not longer than 100 to 200 bases 
and are more typically at least 10 to 50 bases long. Considerations for design of 
antisense molecules and means for introduction into cells are found in U.S. Patent Nos. 
5,681,747; 5,734,033; 5,767,102; 5,756,476; 5,749,847; 5,747,470; 5,744,362; 
35 5,716,846). . 
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In addition, enhancers of telomerase activity or expression are desirable 
in certain circumstances. At times, increasing the proliferation potential of cells will 
have a therapeutic effect. For example, organ regeneration or differentiation after injury 
or diseases, nerve cell or brain cell growth following injury, proliferation of 
hematopoietic stem cells used in bone marrow transplantation or other organ stem cells, 
and the like may be limiting and thus benefit from an enhancer of telomerase. 
Enhancers may stabilize endogenous protein, increase transcription or translation, or act 
through other mechanisms. As is apparent to one skilled in the art, many of the 
guidelines presented above apply to the design of enhancers as well. 

Screening assays for inhibitors and enhancers will vary according to the 
type of inhibitor and nature of the activity that is being inhibited. Assays include the 
TRAP assay or variation, a non-amplification based polymerase assay, yeast two- 
hybrid, release of repression in yeast transfected with a vertebrate telomerase, and the 
like. For screening compounds that interact with the promoter for telomerase, a reporter 
15 gene driven assay is convenient. 

IV. USES FOR TELOMERASE 

Nucleotide sequence for telomerase and telomerase protein are used in a 
variety of contexts in this invention. In preferred embodiments, the compositions of the 
present invention are used either as diagnostic reagents or as therapeutics. 

20 A. Diagnostics 

Expression of mRNA encoding telomerase and/or protein may be used 
for detection of dividing cells, especially tumor cells and stem cells. Detection methods 
include antibody staining or tagged telomerase binding compounds for detection of 
protein, nucleic acid hybridization in situ for mRNA, hybridization on DNA "chips", 

25 Northern analysis, RNase probe protection, amplification by PCR or other method, 
ligase-mediated amplification and the like. Furthermore, expression of RNA splice 
variants may be assayed conveniently by amplification, RNase probe protection, other 
disclosed methods and the like. In particular, oligonucleotide primers surrounding the 
site of frequent splice variants, such as the primers described herein (e.g., Htel Intron T 
30 and HT 2482R) may be used to detect splice variants in various cell types. As shown in 
the examples, various tumor cell types exhibit different RNA splice variations. 
Correlation of the splice variant pattern with tumor stage, metastasis potential and the 
like may be determined. As such, assays for the particular variants may be used as a 
diagnostic. Cells with increased telomerase activity, such as cancer cells or 
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hyperproliferative cells, may be identified by assaying qualitatively or quantitatively by 
any of the assays described herein. Typically, telomerase activity or expression will be 
compared between suspect cells and normal counterpart cells from the same or different 
individual. Increased activity indicative of a tumor or excessive proliferation is 
5 established by direct comparison or by detecting activity in cells otherwise known to be 
absent in telomerase activity or expression. In addition, monitoring cancer progression 
or response to therapy can be performed using the assays described herein and 
comparing activity or expression over a time course. 

The variant detected in one ALT cell line, which expresses telomerase, 
10 suggests that the basic domain of hTl may contribute to the ALT mechanism in at least 
some ALT cell lines. One possible mechanism of ALT could involve dysregulated 
telomerase components that are inactive in the TRAP assay. Thus, identification of the 
variants may be useful for following tumorigenesis. 

Alternative mRNA splicing is a common mechanism for regulating gene 
expression in higher eukaryotes and there are many examples of tissue-specific, 
development-specific and sex-specific alterations in splicing events. Importantly, 15% 
of mutations linked to disease states in mammals affect splicing patterns (Horowitz and 
Krainer Trends Genet., 10, 100-106, 1994). Changes in cell physiology can also induce 
altered splicing patterns. Indeed, tumorigenesis itself has been suggested to enhance the 
20 expression of mRNA spliced variants by compromising the alternative splicing 
mechanisms. Although other, novel minor alternatively spliced hTl variants may play 
a role in tumor development, the altered relative expression levels of the major 
transcripts found in various tumors compared to normal cells, and in post-crisis cell 
lines compared to limited life-span pre-crisis cells, are likely to play a major role in the 
establishment and progression of cancers. In addition, the existence of the alternative 
spliced variants of hTl that are seen in both testis and colonic crypt, as well as tumor 
cell lines, suggests complex regulation of this gene in normal development. 

Expression of the major hTl products is found in most tumors and in all 
telomerase-positive immortalized cell lines. Transcriptional control of hTl may 
30 therefore be a major aspect of the regulation of telomerase activity, in addition to other 
functions. For example, telomerase may be involved in the healing of chromosome 
breaks in addition to its role in maintaining telomere length in the germline. The 
composition of telomerase may vary according to these functional roles. 

Therefore, the intron sequences may be especially useful for diagnostic 
35 applications. For example, detection and identification of diseases, such as cancer, 
aging, wound healing, neuronal regeneration, regenerative cells {e.g., stem cells), may 



25 



WO 99/01560 



34 



PCT/US98/13835 



10 



be important preludes to determining effective therapy. In this regard, detection of 
wound healing can facilitate development and identification of an ameliorative 
compound. Currently, wound healing assays are expensive and time consuming, 
whereas an amplification or hybridization-based assay would be quick and cost 
effective. In any of these applications, detection may be quantitative or qualitative. In a 
qualitative assay, a particular amplification primer pair or hybridization probe for one of 
the variant sequences (e.g., introns that are variably spliced) can be used to detect the 
presence or absence of the variant sequence. 

Probes useful in the context of the present invention include nucleic acid 
molecules that hybridize to the sequences presented in Figure 10 or to their 
complements. Probes for hybridization are generally at least 24 bases, but may range 
from 12 to full-length sequence. The probes may comprise additional sequence that 
does not hybridize to hTl DNA or RNA. Probes are generally DNA, but may be RNA, 
PNA, or derivatives thereof. Hybridization conditions will be chosen appropriate for 
15 the length of the probe and method of hybridization (e.g., on nylon support, on silicon- 
based chip). Conditions are well known in the art. One of the sequences in Figure 10 is 
a genomic sequence, not found in telomerase mRNA. A probe derived from this 
sequence may be used to detect genomic DNA in RNA preparations and amplification 
reactions. Hybridization probes may be labeled with a radiolabel, chemiluminescent 
20 label, or any of the myriad other known labels. 

Hybridization can be performed on mRNA preparations, cDNA 
preparations, affixed to a solid support, in solution, or in situ tissues, and the like. One 
type of hybridization analysis is annealing to oligonucleotides immobilized on a solid 
substrate, such as a functional ized glass slide or silicon chip. Such chips may be 
commercially procured or made according to methods and procedures set out in e.g., 
PCT/US94/12282; U.S. Patent No. 5,405,783; U.S. Patent No. 5,412,087; U.S. Patent 
No. 5,424,186; U.S. Patent No. 5,436,327; U.S. Patent No. 5,429,807; U.S. Patent No. 
5,510,27o'; WO 95/35505; U.S. Patent No. 5,474,796. Oligonucleotides are generally 
arranged in an array form, such that the position of each oligonucleotide sequence can 
30 be determined. 

For amplification assays, primer pairs that either flank the introns or 
require the presence of the intron for amplification are desirable. Many such primer 
pairs are disclosed herein. Others may be designed from the sequences presented 
herein. Generally, the primer pairs are designed to only allow amplification of a single 
35 intron, however, in some circumstances detection of multiple introns in the same RNA 
preparation may be preferred. 
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Other diagnostic assays, such as in situ hybridization, RNase protection, 
and the like may be used alternatively or in addition to the assays discussed above. The 
principles that guide these assays are provided by the present invention, while the 

techniques are well known. 

5 Transgenic mice and mice that are null mutants (e.g., "knockout mice") 

may be constructed to facilitate testing of candidate inhibitors. The telomerase gene is 
preferably under control of a tissue-specific promoter for transgenic mice vector 
constructs. Mice that overexpress telomerase can be used as a model system for testing 
inhibitors. In these mice, cells overexposing telomerase are expected to be 

10 continuously proliferating. Administration of candidate inhibitors is followed by 
observation and measurement of cell growth. Inhibitors that slow or diminish growth 

are candidate therapeutic agents. 

Telomerase may also be transfected into cells to immortalize various cell 
types Transient immortalization may be achieved by non-stable transfection of an 
15 expression vector containing telomerase. Alternatively, proliferation of stable 
transformants of telomerase gene under control of an inducible promoter can be turned 
on and off by the addition and absence of the inducer. Similarly, the presence and 
absence of an inhibitor of telomerase activity may be used to selectively immortalize 
cells. Expression of pari of all of the protein in yeast may act as a dominant negative, as 
20 many human proteins interact with components of a complex in yeast, but do so 
imperfectly and therefore unproductive^ . As such, these genes act as dominant 
negatives. Thus, the yeast will eventually senesce. Such cells may be used in screens 
for inhibitory drugs, which will allow growth of yeast past the time of senescence. 

Purified telomerase protein, reference variant protein, or fragments, may 
25 be used in assays to screen for inhibitory drugs. These assays will typically be 
performed in vitro and utilize any of the methods described above or that are known in 
the art. The protein may also be crystallized and subjected to X-ray analysis to 
determine its 3-dimensional structure. 



30 



B. Therapeutics 

The compositions and methods disclosed herein may also be used as 
therapeutics in the treatment of diseases and disorders to effect any of the telomerase 
activities in a cell. Treatment means any amelioration of the disease or disorder, such 
as alleviating symptoms of the disease or disorder, reduction of tumor cell mass and the 
like. For example, inhibitors of enzyme activity may be used to restrict proliferation of 
35 cells. 
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Many diseases and disorders are tightly associated with proliferation and 
proliferative potential. One of the most apparent diseases involving unwanted 
proliferation is cancer. The methods and compositions described herein may be used to 
treat cancers, such as melanomas, other skin cancers, neuroblastomas, breast 
5 carcinomas, colon carcinomas, leukemias, lymphomas, osteosarcomas, and the like. 
Other diseases and disorders amenable for treatment within the context of the present 
invention include those of excessive cell proliferation (increased proliferation rate over 
normal counterpart cells from the same or different individual) such as smooth muscle 
cell hyperplasias, skin growths, and the like. Yet other diseases and disorders would 
10 benefit from increased telomerase activity. Enhancers of telomerase may be used to 
stimulate stem cell proliferation and possibly differentiation. As such, expansion of 
hematopoietic stem cells could be administered in the bone marrow transplant context. 
As well, many tissues have stem cells. Proliferation of these cells may be beneficial for 
wound healing, hair growth, treatment of diseases, such as Wilm's tumor, and the like. 
15 Certain of the inhibitors or enhancers may be administered by way of an 

expression vector. Many techniques for introduction of nucleic acids into cells are 
known. Such methods include retroviral vectors and subsequent retrovirus infection, 
adenovirals or adeno-associated viral vectors and subsequent infection, complexes of 
nucleic acid with a condensing agent (e.g., poly-lysine), these complexes or viral 
20 vectors may be targeted to particular cell types by way of an incorporated ligand. Many 
ligands specific for tumor cells and other cells are well known in the art. 

As noted above, within certain aspects of the present invention, nucleic 
acids encoding ribozymes, antisense, dominant-negative telomerases, portions of 
telomerase and the like may be utilized to inhibit telomerase activity by introducing a 
25 functional gene to a cell of interest. This may be accomplished by either delivering a 
synthesized gene to the cell or by delivery of DNA or cDNA capable of in vivo 
transcription of the gene product. More specifically, in order to produce products in 
vivo, a nucleic acid sequence coding for the product is placed under the control of a 
eukaryotic promoter (e.g., a pol III promoter, CMV or SV40 promoter). Where it is 
30 desired to more specifically control transcription, the gene may be placed under the 
control of a tissue or cell specific promoter (e.g., to target .cells in the liver), or an 
inducible promoter. 

A wide variety of vectors may be utilized within the context of the 
present invention, including for example, plasmids, viruses, retrotransposons and 
35 cosmids. Representative examples include adenoviral vectors (e.g., WO 94/26914, WO 
93/9191; Yei et al., Gene Therapy 7:192-200, 1994; Kolls et al., PNAS P/(l):215-219, 
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1994; Kass-Eisler et aL PNAS 90(24): 11 498-502, 1993; Guzman et al., Circulation 
55(6):2838-48, 1993; Guzman et al., Czr. Res. 75(6):1202-1207, 1993; Zabner et al., 
Cell 75(2):207-216, 1993; Li et al., Hum Gene Ther. 4(4):403-409, 1993; Caillaud et 
al., Eur. 1 Neurosci. 5(10):1287-1291, 1993), adeno-associated type 1 ("AAV-P) or 

5 adeno-associated type 2 ("AAV-2") vectors (see WO 95/13365; Flotte et al., PNAS 
90(22):10613-10617, 1993), hepatitis delta vectors, live, attenuated delta viruses and 
herpes viral vectors (e.g., U.S. Patent No. 5,288,641), as well as vectors which are 
disclosed within U.S. Patent No. 5,166,320. Other representative vectors include 
retroviral vectors (e.g., EP 0 415 731; WO 90/07936; WO 91/02805; WO 94/03622; 

10 WO 93/25698; WO 93/25234; U.S. Patent No. 5,219,740; WO 93/11230; WO 
93/10218. For methods and other compositions, see U.S. Patent Nos. 5,756,264; 
5,741,486; 5,733,761; 5,707,618; 5,702,384; 5,656,465; 5,547,932; 5,529,774; 
5,672,510; 5,399,346, and 5,712,378.) 

Within certain aspects of the invention, nucleic acid molecules may be 

15 introduced into a host cell utilizing a vehicle, or by various physical methods. 
Representative examples of such methods include transformation using calcium 
phosphate precipitation (Dubensky et ai., PNAS 57:7529-7533, 1984), direct 
microinjection of such nucleic acid molecules into intact target cells (Acsadi et al., 
Nature 352:815-818, 1991), and electroporation whereby cells suspended in a 

20 conducting solution are subjected to an intense electric field in order to transiently 
polarize the membrane, allowing entry of the nucleic acid molecules. Other procedures 
include the use of nucleic acid molecules linked to an inactive adenovirus (Cotton et al., 
PNAS 59:6094, 1990), lipofection (Feigner et ai., Proc. Natl Acad Sci. USA 54:7413- 
7417, 1989), microprqjectile bombardment (Williams et al., PNAS 55:2726-2730, 

25 1991), polycation compounds such as polylysine, receptor specific ligands, liposomes 
entrapping the nucleic acid molecules, spheroplast fusion whereby £. colt containing 
the nucleic acid molecules are stripped of their outer cell walls and fused to animal cells 
using polyethylene glycol, viral transduction, (Cline et al., Pharmac. Ther 29:69, 1985; 
and Friedmann et al., Science 244:1275, 1989), and DNA ligand (Wu et al, 1 of Biol 

30 Chem. 264:16985-16987, 1989), as well as psoralen inactivated viruses such as Sendai 
or Adenovirus. In one embodiment, the nucleic acid molecule is introduced into the 
host cell using a liposome. 

Administration of effectors will generally follow established protocols. 
The compounds of the present invention may be administered either alone, or as a 

35 pharmaceutical composition. Briefly, pharmaceutical compositions of the present 
invention may comprise one or more of the inhibitors or enhancers as described herein, 
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in combination with one or more pharmaceutical^' or physiologically acceptable 
carriers, diluents or excipients. Such compositions may comprise buffers such as 
neutral buffered saline, phosphate buffered saline and the like, carbohydrates such as 
glucose, mannose, sucrose or dextrans, mannitol, proteins, polypeptides or amino acids 
5 such as glycine, antioxidants, chelating agents such as EDTA or glutathione, adjuvants 
(e.g., aluminum hydroxide) and preservatives. In addition, pharmaceutical 
compositions of the present invention may also contain one or more additional active 
ingredients. Effectors may be further coupled with a targeting moiety that binds a cell 
surface receptor specific to the proliferating cells. 

10 Compositions of the present invention may be formulated for the manner 

of administration indicated, including for example, for oral, nasal, venous, intracranial, 
intraperitoneal, subcutaneous, or intramuscular administration. Within other 
embodiments of the invention, the compositions described herein may be administered 
as part of a sustained release implant. Within yet other embodiments, compositions of 

15 the present invention may be formulized as a lyophilizate, utilizing appropriate 
excipients which provide stability as a lyophilizate, and subsequent to rehydration. 

As noted above, pharmaceutical compositions also are provided by this 
invention. These compositions contain any of the above described ribozymes, DNA 
molecules, proteins, chemicals, vectors, or host cells, along with a pharmaceutically or 

20 physiologically acceptable carrier, excipients or diluents. Generally, such carriers 
should be nontoxic to recipients at the dosages and concentrations employed. 
Ordinarily, the preparation of such compositions entails combining the therapeutic 
agent with buffers, antioxidants such as ascorbic acid, low molecular weight (less than 
about 10 residues) polypeptides, proteins, amino acids, carbohydrates including 

25 glucose, sucrose or dexirins, chelating agents such as EDTA, glutathione and other 
stabilizers and excipients. Neutral buffered saline or saline mixed with nonspecific 
serum albumin are exemplary appropriate diluents. 

In addition, the pharmaceutical compositions of the present invention 
may be prepared as medicaments for administration by a variety of different routes, 

30 including for example intraarticular^, intracranial^, intradermal^, intrahepatically, 
intramuscularly, intraocularly, intraperitoneal^, intrathecal^, intravenously, 
subcutaneously or even directly into a tumor. In addition, pharmaceutical compositions 
of the present invention may be placed within containers, along with packaging material 
which provides instructions regarding the use of such pharmaceutical compositions. 

35 Generally, such instructions will include a tangible expression describing the reagent 
concentration, as well as within certain embodiments, relative amounts of excipient 
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ingredients or diluents (e.g., water, saline or PBS) which may be necessary to 
reconstitute the pharmaceutical composition. Pharmaceutical compositions are useful 
for both diagnostic or therapeutic purposes. 

Pharmaceutical compositions of the present invention may be 

5 administered in a manner appropriate to the disease to be treated (or prevented). The 
quantity and frequency of administration will be determined by such factors as the 
condition of the patient, and the type and severity of the patient's disease. Dosages may 
be determined most accurately during clinical trials. Patients may be monitored for 
therapeutic effectiveness by appropriate technology, including signs of clinical 

10 exacerbation, imaging and the like. 

The following examples are offered by way of illustration, and not by 
way of limitation. 
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EXAMPLES 
EXAMPLE 1 

Identification and Isolation of the Human Telomerase Gene 

5 

A human telomerase gene is identified in a cDNA library constructed 
from a cancer cell line. The cDNA is subjected to DNA sequence analysis (Kilian et 
al., supra). 

An EST sequence, GenBank Accession No. AA281296, is identified as 

10 partial telomerase gene sequence by a BLAST search against the Euplotes telomerase 
sequence, GenBank Accession No. U95964 (p=3.2 x KT 6 ). Amino acid sequence 
identity between the two sequences is approximately 38% and amino acid sequence 
similarity is approximately 60%. 

To obtain longer clones of hTl, a number of cDNA libraries prepared 

15 from tumor cells are screened by amplification using primers from within the EST 
sequence. Primers HT1553F and HT1920R, based on the EST sequence, are used to 
amplify an approximately 350 bp fragment in a variety of cDNA libraries. The 
amplification reaction is performed under "hot start" conditions. Amplification cycles 
are 4 min at 95°C; 1 min at 80°C; 30 cycles of 30 sec at 94°C, 30 sec at 55°C, 1 min at 

20 72°C°; and 5 min at 72°C. An amplified product of the expected size (-350 bp) is 
detected in only 3 of the 12 libraries screened. No fragment is detectable in a testis 
cDNA library, somatic cell libraries, and a variety of cancer cell cDNA libraries. 
However, an abundant 350 bp fragment is detected in a cDNA library from LIM 1215 
cells, a colon cancer cell line. In this library, and in several others, an additional 

25 fragment of around 1 70 bp was amplified. 

Two approaches are followed to obtain longer clones from the LIM1215 
library: screening plaques with a 32 *P-labeled EST probe and amplification on library 
DNA. A single positive plaque, designated 53.2, with a 1.9 kb insert is obtained by 
hybridization of the library with the EST probe. DNA sequence analysis of this clone 

30 demonstrates that it extends both 5' and 3' of the EST sequence, but did not contain a 
single open reading frame (ORF). A fragment obtained from amplification analysis of 
the library is similar in sequence to the 53.2 fragment but also contains two additional 
sequences of 36bp and >300bp. Both insertions demonstrate characteristics of splice 
acceptor and donor sequences at their boundaries relative to the 53.2 sequence and may 

35 represent unspliced introns. Amplification using primers T7 and HT1553F, yields an 
approximately 1.6 kb fragment; and using primers T3 and HT1893R, yields an 
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approximately 0.7 kb fragment. Each of these fragments support amplification of a 320 
bp fragment using primers HTEL1553F and HT1893R. 

Longer clones may also be obtained by amplification of mRNA samples. 
Reverse transcriptase PCR (RT-PCR) on LIM1215 mRNA identifies a number of 
5 additional PCR products, including one with a 182 bp insertion relative to 53.2 that 
results in a single open reading frame (ORF). cDNA is synthesized from RNAs isolated 
from normal and tumor tissues. RT-PCR followed by nested amplification is performed 
using the Titan RT-PCR system (Boehringer-Mannheim). Amplification conditions are 
as follows: 95°C for 2 min, two cycles of 94°C for 30 sec, 65°C for 30 sec and 68°C for 

10 3 min, 2 cycles of 94°C for 30 sec, 63°C for 30 sec, 68°C for 3 min, 34 cycles of 94°C 
for 30 sec, 60°C for 30 sec and 68°C for 3 min. RT-PCR products are diluted 100 fold, 
and 1 jxl is used for nested amplification using Taq polymerase with buffer Q (Qiagen). 
Amplification conditions are as above, except that the final step is 14 cycles. For 
normal tissues and tumors, amplification products are resolved by electrophoresis in 

15 1.5% agarose gel, transferred to Zetaprobe membrane and probed with radiolabeled 
oligonucleotide HT1 69 IF. 

The DNA sequence is also extended 5' and 3' using a combination of 
cRACE and 3* RACE, respectively, on LIM1215 mRNA to give a fragment of 3871 bp 
designated hTl (Figure 1). Two rounds of cRACE are carried out to extend the 

20 sequence of hTl and map the transcription initiation site. 500 ng LIM1215 polyA+ 
RNA is used as the template. First strand cDNA synthesis is primed using the 
HT1576R primer. The first round of amplification on the ligation product (using the 
XL-PCR system) employs the HT1157R and HT1262F primers. Amplification 
products are purified using Qiagen columns, and further amplified using primers 

25 HT1114R and HT1553F. A resulting 1.4 kb band is subjected to DNA sequence 
analysis, and a new set of primers are designed based on this sequence. For the second 
round of cRACE, the first strand cDNA is primed with the HT220R primer. The first 
round of amplification utilizes the HT0142R and HT0141F primers. Products are 
purified as above and amplified using HT0093 and HT0163F primers. A product of 

30 100 bp is observed and subjected to sequence analysis in two independent experiments 
to define the 5' end of the hTl transcript. The 5' end of the transcript is also obtained by 
amplification using primer HtelFulcodT 5'- 

AGGAGATCTCGCGATGCCGCGCGCTC-3' and HtelFulcodB 5'- 
TCCACGCGTCCTGCCCGGGTG-3' on LIM1215 RNA. The resulting amplified 

35 product was digested with Mlu I and Bgl II and ligated to the remaining telomerase 
cDNA sequence. 
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The 3'-most sequences of the transcript are obtained by two rounds of 
amplification (XL-PCR system) using EBHT18 in both rounds as the reverse primer, 
and HT2761F and HT31 14F as the forward primers in the first and second rounds, 
respectively. 

5 The size of hTl accords well with the size estimated from the Northern 

blot (see below) for the most abundant RNA species in LIM1215 RNA. Approximately 
3.9 kb of DNA sequence is presented in Figure 1. The sequence found in the EST is 
located from nucleotides 1624-2012. The predicted amino acid sequence of the largest 
open reading frame is also presented in Figure 1. As presented, the protein is 1132 
10 amino acids. 



Name 



Table 2 

Oliao Sequence 









GCTGGTGCAGCGCGGGGACC 


HT 5 'Met 


5' 




CACAAGCTTGAATTCACATCTCACCATGAAGGAGCTGGTGGCCCGAGT 


HT0093R 


5' 




GGCACGCACACCAGGCACTG 


HT0141F 


5' 




CCTGCCTGAAGGAGCTGGTG 


HT0142R 


5' 




GGACACCTGGCGGAAGGAG 


HT0163F 


5' 




CCGAGTGCTGCAGAGGCTGT 


HT0220R 


5' 




GAAGCCGAAGGCCAGCACGTTCTT 


HT1262F 


5' 




GTGCAGCTGCTCCGCCAGCACA 


HT1114R 


5' 




GTTCCCAAGCAGCTCCAGAAACAG 


HT1157R 


5' 




GGCAGTGCGTCTTGAGGAGCA 


HT1553F 


5' 




CAtTGGCTGATGAGTGTGTAC 


HT1576R 


5' 




GACGTACACACTCATCAGCCAG 


HT1590F 


5' 




GGTCTTTCTTTTATGTCACGGAG 


HT1691F 


5' 




CACTTGAAGAGGGTGCAGCT 


HT1875F 


5' 




GTCTCACCTCGAGGGTGAAG 


HT1893R 


5' 




TTCACCCTCGAGGTGAGACGCT 


HT1920R 


5' 




TCGTAGTTGAGCACGCTGAAC 


HT2026F 


5' 




GCCTGAGCTGTACTTTGTCAA 


HTM2028F 


5' 




CTi iAGCTGTACTTTGTCAAGGACA 


HT2230F 


5' 




GTACATGCGACAGTTCGTGGCTCA 


HT2356R 


5' 




CATGAAGCGTAGGAAGACGTCGAAGA 


HT2482R 


5' 




CGCAAACAGCTTGTTCTCCATGTC 
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10 



25 



HT2761F 


5' 


- CTATGCCCGGACCTCCATCAGA 


HT2781R 


5' 


- CTGATGGAGGTCCGGGCATAG 


HT3114F 


5' 


- CCTCCGAGGCCGTGCAGT 


HT3292B 


5* 


- CACCTCAAGCTTTCTAGATCAGTCCAGGATGGTCTTGAAGTCA 


HT3689R 


5' 


- GGAAGGCAAAGGAGGGCAGGGCGA 


EBHT18 


5' 


- CACGAATTCGGATCCAAGCTTTTTTTTTTTTTTTTTT 


HT-RNA-F 


5' 


- GGGTTGCGGAGGGTGGGC 


HT-RNA4 51R 


5' 


- GCAGTGGTGAGCCGAGTCCTG 


HT-RNA598F 


5' 


- CGACTTTGGAGGTGCCTTCA 


HTel 5'T 


5' 


- GCTGGTGCAGCGCGGGGACC 


HTel979T 


5' 


- GAGGTGCAGAGCGACTACTCCA 


HTell335T 


5' 


- GTCTCACCTCGAGGGTGAAG 


HTel71T 


5' 


- GGCTGCTCCTGCGTTTGGTGGA 



15 HTel21B(Top)5' 
HTel21TBct) 5' 

" ' HTe i - 7B r; ; "5 ' 
HTel+256B 5' 
HtellntronT 5' 
20 Htel 3'CODB 5' 
Htel 1210B 5' 
Htel 1274B 5* 
Htel 1624b 5' 
hTR TAG 5' 



hTR 5'T7 
hTR 3'PstI 



5* 
5' 



GCCAGAGATGGAGCCACCC 
GGGTGGCTCCATCTCTGGC 
*' CCGCACGCTCATCTTCCACGT 
GCTTGGGGATGAAGCGGTC 
CGCCTGAGCTGTACTTTGTCA 

CACCTCAAGCTTTCTAGATCAGCTAGCGGCCCAGCCCAACTCCCCT 
GCAGCACACATGCGTGAAACCTGT 
GTGTCAGAGATGACGCGCAGGAA 
ACCCACACTTGCCTGTCCTGAGT 

ACTGGATCCTTGACAATT:\ATGCATCGGCTCGTATAATGTGTGGAGGGTTGCGGAGGG 
TGGGC 

CTGTAATACGACTCACTATAGGGTTGCGGAGGGTGGGC 

CACCTGCAGACATGCGTTTCGTCCTCACGGACTCATCAGGCCAGCTGGCGACGCATGTGT 
GAGCCGAGTCCTG 



BT- 


■177 


5' 


- GGATCCGCCGCAGAGCACCGTCTG 


BT- 


•178 


5' 


- CGAAGCTTTCAGTGGGCCGGCATCTGAAC 


BT- 


•179 


5' 


- CGAAGCTTTCACAGGCCCAGCCCAACTCC 


BT- 


•182 


5' 


- GCGGATCCAGAGCCACGTCCTACGTC 


BT- 


■183 


5' 


- GCGGATCCGTTCAGATGCCGGCCCAC 



35 
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EXAMPLE 2 

hTI Sequence and Alignment with other Telomerases 

Multiple sequence alignment demonstrates that the predicted hTI protein 
is co-linear with the Euplotes and S. cerevisae telomerase catalytic subunits over their 
entire lengths (Figure 2). Although the overall homology between the three proteins is 
relatively low (approximately 40% similarity in all pairwise combinations) the overall 
structure of the protein seems to be well conserved. Four major domains: N-terminal, 
basic, reverse transcriptase (RT) and C-terminal are present in all three proteins. The 
highest area of sequence similarity is within the RT domain. Notably, all the motifs 
characteristic of the Euplotes RT domain are present and all amino acid residues 
implicated in RT catalysis are conserved in the hTI sequence (Lingner et al., Science 
276: 561-567, 1997). 

Recently, protein phosphatase 2A treatment of human breast cancer cell 
extracts has been shown to inhibit telomerase activity (Li et al., J. Biol. Chem. 272: 
16729-16732, 1997). It is not known whether this effect is direct, but it raises the 
possibility of regulation of telomerase activity by protein phosphorylation. The 
predicted hTI protein does contain numerous potential phosphorylation sites, including 
1 1 SP or TP dipeptides, which are potential sites for cell cycle dependent kinases. 



EXAMPLE 3 
Characterization of Telomerase Gene 

Northern analysis and Southern analysis are performed to determine the 
size of the telomerase transcript and whether telomerase gene is amplified in tumors 
cells. 

For Northern analysis, polyA mRNA is isolated from LIM 1215 cells 
and from CCD fibroblasts. CCD is a primary human fibroblast cell line. Briefly cells 
are lysed by homogenization in a buffered solution (0.1 M NaCl, 10 mM Tris, pH 7.4, 1 
mM EDTA) containing detergent (0.1% SDS) and 200 ug/ml of proteinase K. SDSis 
added to the lysate to a final concentration of 0.5%, and the lysate is incubated at 60°C 
for 1 hr and 37°C for 20 min. The lysate is then incubated for 1 hr with a slurry oligo 
dT-cellulose that has been pre-cycled in 0.1 M NaOH and equilibrated in 0.5 M NaCl, 
10 mM Tris pH 7.4, 1 mM EDTA, and 0.1% SDS. The resin is collected by 
centrifugation, batch washed in the equilibration buffer, and loaded into a column. The 
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inRNA is eluted with warmed (37°C) buffer (10 mM Tris pH 7.4, 0.1 mM EDTA) and 
ethanol precipitated. 

Approximately 3 p.g of polyadenylated RNA is electrophoresed in a 
0,.85% formaldehyde-agarose gel (see Sampbrook et al., supra) and transferred 
5 overnight to Genescreen plus (Bio-Rad, CA). The membrane is hybridized with a 32 P- 
labeled telomerase-specific probe (390 bp insert corresponding to the EST sequence). 
After washing the blot at high stringency, a prominent -3.8 kb band is observed in 
mRNA from LIM 1215, but not in mRNA from CCD fibroblasts (Figure 3). 
Subsequent hybridization of the same membrane with a probe for glyceraldehyde 6- 

10 phosphate dehydrogenate demonstrated an equivalently strong band in both mRNAs, 
indicating that each lane contained a similar amount of high quality RNA. The 
presence of larger transcripts (especially a ~ 8 kb heterodispersed band) is also visible 
only in LIM 121 5 RNA (Fig. 10, upper panel.). These findings provide an indication of 
additional hTl-specific mRNA and also that hTl may be preferentially expressed in 

15 tumor versus normal cells. 

For Southern analysis, DNA is isolated from human peripheral blood 
^ mononuclear cells and LIM 1215. Approximately 10 jag of DNAs are digested with 
Hind III, Xba I, Eco RI, BamRl, and Pstl, electrophoresed in a 1% agarose gel, and 
transferred to a nylon membrane. For controls, plasmid DNA containing human 

20 telomerase is titrated to approximately the equivalent of 10 copies, 5 copies, and 1 copy 
per 10 jig genomic DNA and electrophoresed on the same gel. A 390 bp fragment of 
telomerase gene (containing the EST sequence) is 32 P-labeled and hybridized under 
normal stringency conditions. The filter is washed in 2X SSC, 0.1% SDS at 55°C. A 
scanned phosphor image is presented in Figure 4. As shown, the telomerase gene does 

25 not appear to be amplified or rearranged in LIM1215 as there is not significant 
difference in the pattern or intensity of hybridization when comparing LIM 1215 to 
PBMC DNA. Moreover, telomerase appears to be a single copy gene, as all digestions 
except Pst 1 yielded a single band. 

30 EXAMPLE 4 

hTI Expression Patterns 

Although telomerase activity has been widely associated with tumor 
cells and the germline, it has only recently been recognized that certain normal 
35 mammalian tissues express low levels of telomerase activity. hTl expression is not 
detected in primary fibroblast RNA, and amplification of several commercially 
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available cDNA libraries from lung, heart liver, pancreas, hippocampus, fetal brain, and 
testis using primers for the EST region, did not reveal any products. 

However, the expression of hTl in normal tissues that have previously 
been shown to have telomerase activity (colon, testis and peripheral blood lymphocytes) 
5 are examined, as well as a number of melanoma and breast cancer samples. RNA is 
isolated from normal human colon, testis and circulating lymphocytes, and from tissue 
sections of tumor samples, and subjected to RT-PCR analysis. Amplification products 
from cDNA are easily distinguished from products resulting from contaminating 
genomic DNA, as a product of -300 bp is observed using cDNA as a template and a 
10 product of 2.7 kb is observed using genomic DNA as a template. hTl transcripts are 
detected in both colon and testis, in the majority of tumor samples, and very weakly in 
the lymphocyte RNA (Figure 5, upper panel). Interestingly, two of the breast cancer 
samples are negative for hTl expression, despite containing comparable amounts of 
RNA to the other samples, as judged by amplification of p-actin as a positive control 
15 (Figure 5, lower panel). 

Acquisition of telomerase activity appears to be an important aspect of 
the immortalization process. The expression of hTl in a number of matched pairs of 
pre-crisis cell cultures and post-crisis cell lines is determined using RT-PCR followed 
by amplification from nested primers (Figure 6, upper panel). These cell lines are 
20 telomerase negative (pre-crisis cell line) and positive (post-crisis cell lines), 
respectively, using the TRAP assay (Bryan et al., EMBO 1 14: 4240-4248, 1995). In 
two matched pairs, BFT-3B and BET-3K, hTl is detected only in the post-crisis cell 
lines (compare lanes a and b, lanes e and f). While the post-crisis line (lanes d, f) in the 
BFT-3K set shows an abundant hTl band, a fragment of the same size is also weakly 
25 present in the pre-crisis (lanes c, e) culture sample. In addition, two of the three post- 
crisis cell lines demonstrate the presence of an additional unexpected fragment of 320 
bp, and this product is also observed when colon and testis mRNA are analyzed on high 
resolution gels. 

Three immortalized telomerase-negative (ALT) cell lines are also 
30 analyzed for hTl expression (Figure 6, lanes g, h, i). Two of the lines appear negative 
for hTl expression, but in one line (IIICF-T/B1), a product of approximately 320 bp is 
again amplified (Figure 6, lane i), similar to the post-crisis, colon and testis samples. 
DNA sequence analysis of the 320 bp product from the line IIICF-T/B1 (ALT) reveals 
the presence of a 38 bp insertion, relative to the expected product. The possibility that 
35 this is an amplification from genomic DNA rather than mRNA is ruled out by 
performing amplification with the same primers but using genomic DNA as the 
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template. Under these conditions, a 2.7 kb fragment is amplified and its authenticity 
confirmed by partial sequence analysis. 



5 EXAMPLE 5 

Identification of Alternative Splicing Patterns of Telomerase mRNA 

DNA sequence analysis of clones from the LIM1215 cDNA library and 
the RT-PCR data presented above for the pre-crisis and post-crisis cultures indicated 

10 that there is a number of different sequence variants within the hTl transcript. To 
systematically survey for variants, RT-PCR is performed using primer pairs covering 
the whole sequence. No variants are observed in the N-terminal and the basic domains, 
but several variants are observed in the RT domain and, to a lesser extent, the C- 
terminal domain. Most notably, there are several RNA variants between RT Motif A 

15 and RT Motif B (Figure 7 A). 

Samples of mRNA are prepared from several different tumors using 
conventional protocols. The tumors are: (1) SLL lung carcinoma, (2) Lymphoma C, 
(3) Lung carcinoma, (4) Medullablastoma A, (5) Lymphoma B, (6) Lymphoma E, (7) 
Tumor sample 47D, (8) Pheochromocystoma, (9) Lymphoma F, (10) Glioma, and (1 1) 

20 Lymphoma G The mRNAs from these samples are first reverse transcribed to cDNAs 
and then amplified using primers HT1875F and HT2781R, followed by amplification 
with nested primers HT2026F and HT2482R. Four different amplified products are 
observed in Figure 8: 220 bp (band 1), 250 bp (band 2), 400 bp (band 3) and 430 bp 
(band 4). Strikingly, there is considerable variation among the tumor samples tested 

25 both in the total number of amplified products and in the quantitative distribution 
among the products. 

Three of these products are isolated from a number of tumor tissues and 
subjected to DNA sequence analysis. One of them, a 220 bp fragment, is equivalent to 
the 53.2 cDNA from the LIM1215 library. The fragment of the -250 bp (band 2) 

30 contains a 36 bp in-frame insertion, the same insertion that was identified in an 
amplified product from a LIM1215 cDNA library. As the RT-PCR product had the 
same sequence as the product from the cDNA library, it is apparent that the 36 bp 
insertion is not an artifact generated during library construction. The largest product 
(band 4) contains a 182 bp insertion (the same as the larger product amplified earlier 

35 from LIM1215 RNA) compared to the 250 bp amplicon. Unambiguous sequence for 
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the 400 bp band (band 3) is not obtained. Based on its size, it may contain the 182 bp 
insert but missing the 36 bp insertion present in bands 2 and 4 and absent from band 1. 

To test the hypothesis that such a transcript exists, a primer, HTM2028F, 
is designed such that amplification ensues only when the 36 bp fragment was missing. 
5 Amplification using HTM2028F and HT2026F primers in combination with HT2356R 
demonstrate that transcripts containing the 182 bp fragment but missing the 36 bp 
fragment are present in LIM1215 RNA (Figure 9, lanes a and b). The same top strand 
primers (HTM2028F and HT2026F) in combination with HT2482R primer amplify a 
number of products from LIM1215 RNA (Figure 9, lanes c and d), most of which 
10 represent bands 1- 4 as determined by direct sequence analysis of PCR products. An 
amplified fragment of 650 bp using HTM2028F and HT2482R primers represents 
another, not yet fully characterized, alternatively spliced telomerase variant in the RT- 
MotifA/RT Motif B region. For clarity of presentation, the protein sequence giving the 
best match with Euplotes and £ cerevisiae proteins is presented in Figure 1 as the 

15 reference sequence. 

Specifically, there are at least seven inserts or introns that can be present 
(or absent) from telomerase RNA. (1) The 5'-most sequence (Y) is located between 
bases 222 and 223. (2) the insert (X) is located between bases 1766 and 1767. A partial 
sequence is determined and is presented in Figure 10. Termination codons are present 

20 in all three reading frames. Thus, a truncated protein without any of the Rtase motifs 
would be produced. (2) A sequence, indicated as "1" in Figure 7, is located between 
bases 1950 and 1951. This intronic sequence is 38 bp (Figure 10) and appears to be 
present in ALT and most tumor lines. The presence of this sequence adds 13 amino 
acids and shifts the reading frame, such that a termination codon (TGA) is in frame at 

25 nucleotide 1973. (3) A sequence, indicated as "a" in Figure 7, is located between bases 
2130 and 2167. This sequence is 36 bp (Figure 10) and its absence removes RTase 
motif "A" but docs not alter the reading frame. (4) A sequence, indicated as "(J" in 
Figure 7 is present between bases 2286 and 2469. The insert is 182 bases (Figure 10) 
and its absence causes a reading frame-shift and a termination codon in RTase motif 5 

30 at nucleotide 2604. (5) The sequence "2" in Figure 7 is present between bases 2823 
and 2824. Its length is undetermined; its partial sequence is presented in Figure 10. 
The presence of this insert causes a truncated telomerase protein, as the first codon of 
the insert is a termination codon. (6) The sequence "3" is a 159 bp insert (Figure 10) 
between bases 3157 and 3158. Its presence leads to a telomerase protein with an altered 

35 COOH-terminus. The insert contains a stop codon. Moreover, sequence "3" has a 
putative binding site for the SH3 domain of c-abl (PXXXXPXXP; PEMEPPRRP). 
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The transcript that most closely aligns with Euplotes and yeast 
telomerases by amino acid similarity contains sequences A and B, and does not contain 
sequence C. The nucleotide and amino acid sequences of eight variants resulting from 
mRNAs comprising combinations of sequences A, B, and C are presented in Figure 8. 

5 

EXAMPLE 6 
Recombinant Expression of Human Telomerase 

10 Human telomerase is cloned into bacterial expression vectors. The 

sequence shown in Figure 1 is amplified from LIM 1215 mRNA in two pieces and then 
ligated together. 

For the amplification, first strand cDNA is synthesized and used in an 
amplification reaction (Titan system, Boehringer, IN) with a mixture of DNA 

15 polymerases, such that a proofreading thermostable enzyme (e.g., rTth)is used with Taq 
DNA polymerase. As much of the mRNA in LIM 1215 lacks sequence B (Figure 9), 

the amplification primers are designed such that one primer of each pair is within 

sequence B, on either side of the Sac I site at nucleotide 2271 (Figure 1). The 5 ! portion 
is first amplified from cDNA using HT2356R and HT0028F primers (cycle conditions: 

20 70°C, 2 min; then added primer sequences equilibrated to 50°C; 50°C, 30 min; 95°C, 2 
min; 2 cycles of 94°C, 30 sec; 65°C, 30 sec; 3 cycles of 94°C, 30 sec; 63°C, 30 sec; 68° 
C 3 min; 32 cycles of 94°C, 30 sec; 60°C, 30 sec; 68°C, 3 min). The extreme 5' portion 
of the telomerase uene is then ligated in Ecu RI/ Sac I digested pTTQ18 (Amersham 
International pic, Buckinghamshire, England) and pBluescriptll KS+, and the sequence 

25 verified. 

To obtain the 3' end, LIM 1215 cDNA is amplified using HT2230F and a 
HT3292B primer that is complementary to the sequence encoding the very C-terminus 
of telomerase. The amplification products are digested with Hind III and Sac I and 
inserted into pTTQl 8 and pBluescript II KS+. The 5' and 3' ends are also cloned joined 

30 at the native Sac 1 site in pTTQl 8 both as a Hexa-His fusion and a non-fusion protein. 

The plasmid pTTQ18-Htel is transfected into bacterial cells (e.g., 
BL21(DE3)). Over expression of the protein is accomplished upon induction with 
IPTG. The bacteria are collected by centrifugation and lysed in lysis buffer (20 mM 
NaP0 4 , pH 7.0, 5 mM EDTA, 5 mM EGTA, 1 mM DTT, 0.5 ^tg/ml leupeptin, 1 ^ig/ml 

35 aprotinin, 0.7 |ig/ml pepstatin). This mixture is evenly suspended via a Polytron 
homogenizer and the cells are broken open by agitation with glass beads or passage 
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through a microfluidizer. The resulting lysate is centrifiiged at 50,000 rpm for 45 min. 
The supernatant is diluted with 20 mM NaP0 4 , 1 mM EDTA, pH 7.0 (buffer A). The 
diluted lysate supernatant is then loaded onto a SP-Sepharose or equivalent column, and 
a linear gradient of 0 to 30% SP Buffer B (1 M NaCl, 20 mM NaP0 4 , 1 mM EDTA, pH 
5 7.0) in Buffer A with a total of 6 column volumes is applied. Fractions containing 
telomerase are combined. Further purifications can be performed. 

For hexa-His fusion proteins, the lysate is clarified by centrifiigation and 
batch absorbed on a Ni-IDA-Sepharose column. The matrix is poured into a column 
and washed with buffer, typically either 50 mM Tris pH 7.6, 1 mM DTT; 50 mM MES 
10 pH 7.0, or IMAC buffer (for hexa-his fusions). The telomerase protein bound to the 
matrix is eluted in NaCl containing buffer. 



EXAMPLE 7 

15 Recombinant Expression of Human Telomerase RNA Component 

The human telomerase RNA component is first isolated by amplification 
from genomic DNA. The amplification primers are telRNA T and telRNA 598B 
(Figure 5). Amplification conditions are 95°C, 3 min; addition of polymerase; 80°C 2 
20 min; 35 cycles of 94°C, 30 sec; 68°C, 2 min. 

The amplified product is inserted into pBluescript after another 
amplification using hTR TAC (has a tac promoter sequence) and hTR 3Tst (has a cis- 
acting ribozyme sequence) primers. The pBluescript insert is then isolated and ligated 
topACYC177. 

25 

EXAMPLE 8 
Expression of Human Telomerase Subregions 

3° The RTase domain of human telomerase is determined by sequence 

comparison with Moloney MuLV reverse transcriptase. The fingers/palm region of 
Moloney MuLV reverse transcriptase forms a stable unit for crystallization (Georgiadis 
et aL, Structure 3: 879, 1995). A number of residues and motifs are conserved in the 
active site of both proteins. Primers are designed to amplify the RTase domain and the 

35 fingers/palm domain for insertion into an expression vector and subsequent protein 
isolation. 
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Fragment ID 


Primers 


Amino acids 


1 


BT-177/BT-178 


AAEH...-> ...VQMPAH 


II 


BT-177/BT-179 


AAEH... -> ...VGLGL 


III 


BT-182/BT-179 


RATS... -> ...VGLGL 


IV 


BT-183/BT-179 


VQMPAH...-* ...VGLGL 



Fragment I encodes the "fingers and palm" domain that corresponds to 
MoMuLV. The C-terminal "thumb" and "connection" (see, Kohlstaedt et al., Science 
5 256: 1783, 1992) are deleted. Fragment II encodes the telomerase reverse transcriptase 
domain, as well as the C-terminal "connection" domain. The N-terminus is chosen by 
size comparison with the MoMuLV RTase structure. Fragment III encodes the C- 
terminus of the protein. The RATS sequence is located within the RTase domain (palm 
region) of the protein. Fragment IV encodes the C-terminal region containing the 

10 "thumb" and "connection" domains and may function as a regulatory element. The 

: v ^connection domain in HIV-1 is able to block the catalytic cleft of HIV RTase in the 
absence of the RNase domain (Kohlstaedt et al, supra). In an analogous fashion, the C- 
terminal region may be useful as a regulatory (inhibitory) fragment. Moreover, 
sequence C has a putative binding site for the SH3 domain of c-abl (PXXXXPXXP; 

15 PEMEPPRRP, see variant 2 sequence of Figure 8). c-abl protein interacts directly with 
the ATM (ataxia telangiectasia) protein (Shafman et al., Nature 389: 520, 1997), a 
protein apparently involved in cell-cycle control, meiotic recombination, telomer length 
monitoring and DNA damage response. Binding of c-abl protein may be assessed in 
standard protein-protein interaction methods. As such, an interaction of telomerase and 

20 c-abl or other SH3-domain containing proteins {e.g., erb2) and regulation by movement 
of the telomerase C-terminus in and out of the catalytic cleft may be controllable using 
the constructs and products described herein. In one instance, regulation may be 
mediated by phosphorylation/dephosphorylation reactions. 

All primers have either a Hind III or a Bam HI site. The amplification 

25 reaction is performed in IX Pfu buffer, 250 ^M dNTPs, 100 ng each primer, clone 53.2 
template DNA using the following cycling conditions: 94°C for 2 min; 25 cycles of 
either 55°C, 60°C. or 65°C for 2 min, 72°C for 2 min, 94°C for 1 min; followed by 72° 
C for 10 min. Products of the predicted length are obtained (966 bp for BT-177/BT- 
178; 1479 bp for BT-177/BT-179; 824 bp for BT-182/BT-179; 529 bp for BT-183/BT- 

30 1 79). The amplified products are extracted with phenol:CHCL3 and precipitated with 
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ethanol. The products are resuspended and digested with the appropriate enzyme that 
cleaves in the primer sequence. 

The digested products are ligated to pBluescript that is digested with 
enzymes that leave compatible ends. The inserts are digested with Hind III and 
5 partially digested with Bam HI for ligation to pGEX. The plasmid is transfected in 
BL21(DE3) cells and selected on ampicillin plates. Colonies are picked and grown 
overnight in liquid broth. An aliquot is diluted in Terrific Broth with 100 ug/ml 
ampicillin. The cells are grown at 37°C and induced with 0.5 mM IPTG at 
approximately O.D. 0.8. Growth is continued for 5 hours. Cells are collected by 

10 centrifugation and may be processed immediately or frozen at -70°C until needed. 

Protein is purified from lysed cells. Cell pellets are lysed by vortexing in 
50 mM Tris pH 8.0, 10 mM 2-ME, 1 mg/ml lysozyme, 0.5% Triton X-100, 1 ug/ml 
pepstatin, 10 ug/ml leupeptin, 10 ug/ml aprotinin, 0.5 mM PMSF, and 2 mM EDTA 
and a freeze/thaw cycle. Lysates are clarified by centrifugation. Supernatant is added 

15 to a 50% slurry of GSH-Sepharose, rotated at 4°C for 2 nr. The matrix is washed twice 
with lysis buffer, followed by 50 mM Tris, pH 8.0, 10 mM 2-ME. For analysis by 
SDS-PAGE gel electrophoresis, sample buffer with 150 mM 2-ME is added and the 
samples boiled. 

20 

EXAMPLE 9 
Isolation of Murine Telomerase Gene 

The murine telomerase gene is isolated from genomic or cDNA library. 
25 A mouse genomic library is constructed in A.FIX II vector from strain 129 DNA. The 
library is plated, and plaques are lifted onto nylon membranes. The membranes are 
hybridized with the insert from clone 53.1 (1.9 kb) under normal stringency conditions. 
Six hybridizing plaques are chosen for further analysis. 

30 

EXAMPLE 10 

Demonstration of Telomerase Activity using HT-1 and Telomerase Variants 



Full-length hT-1 sequence is cloned into an expression vector and the 
35 resulting protein is assayed for telomerase activity. Vector pRc/CMV2 (Invitrogen, 
Carlsbad, CA) is a eukaryotic expression vector that has a multi-cloning site positioned 
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between a promoter, the RSV LTR, and a polyadenylation signal and transcription 
termination sequences from the bovine growth hormone gene. Telomerase sequence in 
which Leu49 codon was converted to a Met codon was inserted into pRc/CMV2. One 
clone, phTC51, is chosen for further study. The DNA sequence of the 5' junction was 
determined and confirmed the orientation of the insert. Subsequently, the sequence of 
the 3* junction was determined and showed a deletion of the polyA signal, but no 
deletion of telomerase coding sequence. 

The clone is transfected into HeLa GM847 cells at passages 44 and 68, 
SUSM-1 cells at passage 18, and RKF-T/A6 cells at passage 40. Cell extracts are 
assayed for telomerase activity by the TRAP assay as described herein. As shown in 
Figure 12, a ladder of products indicative of telomerase activity is seen at the 1:100 
dilution of extract from SUSM-1 cells and is not seen in control cells. A ladder is not 
readily detectable at the higher concentration of extract, which may be due to nuclease 

activity in the extract. 

Three telomerase variants are constructed: pAKI.4 is telomerase with the 
beta region spliced out (Figure 13); pAKI.7 is telomerase with the alternative C- 
terminus insert 3 (Figure 14); and pAKI.14 is telomerase with the alpha region spliced 
out (Figure 15). The 5' end of the telomerase gene was inserted into each of these three 
vectors and the inserts moved to pCIneo expression vector. The variants, along with 
reference telomerase in pCIneo are transiently transfected into GM847 cells, which are 
ALT cells having no detectable telomerase activity but which express the RNA subunit. 
Cell extracts are tested in a TRAP assay. The reference telomerase exhibits activity, as 
well as the telomerase with insert 3 (pAKI.7 insert), but the other variants do not 
express activity. 

From the foregoing it will be appreciated that, although specific 
embodiments of the invention have been described herein for purposes of illustration, 
various modifications may be made without deviating from the spirit and scope of the 
invention. Accordingly, the invention is not limited except as by the appended claims. 
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CLAIMS 

We claim: 

1 . An isolated nucleic acid molecule encoding vertebrate telomerase. 

2. The isolated nucleic acid molecule according to claim 1 wherein said 
vertebrate is a human. 

3. The nucleic acid molecule of claim 1, wherein the nucleic acid 
molecule comprises the sequence presented in Figure 1, or hybridizes under normal 
stringency conditions to the complement of the sequence presented in Figure 1, provided that 
the nucleic acid molecule is not EST AA281296. 

4. The nucleic acid molecule of claim 1, wherein the nucleic acid 
molecule encodes the amino acid sequence presented in Figure 1 or 1 1, or variant thereof. 

5. An isolated nucleic acid molecule encoding any of the amino acid 
sequences presented in Figure 11, or hybridizes under normal stringency conditions to the 
complement of the sequences thereof, provided that the nucleic acid molecule is not EST 
AA281296. 

6. An isolated nucleic acid molecule comprising any of the sequences 
presented in Figure 10, or hybridizes under normal stringency conditions to the complement 
of the sequences thereof. 

7. An oligonucleotide comprising from 10 to 100 contiguous nucleotides 
from the sequence presented in Figure 1 or its complement. 

8. An oligonucleotide comprising from 10 to 100 contiguous nucleotides 
from the sequences presented in Figure 10 or the complements thereof. 



9. The oligonucleotide of either of claims 7 or 8, wherein the 
oligonucleotide is labeled. 
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10. The oligonucleotide of claim 9, wherein the label is a radiolabel, a 
chenulurninescent label, or biotin. 

11. An expression vector, comprising a heterologous promoter operably 
linked to a nucleic acid molecule according any of claims 1-6. 

12 The expression vector of claim 11, wherein the vector is selected from 
the group consisting of bacterial vectors, retroviral vectors, adenoviral vectors and yeast 
vectors. 

13. A host cell containing a vector according to either claims 1 1 or 12. 

14 The host cell of claim 13, wherein the cell is selected from the group 
consisting of human cell, monkey cell, mouse cell, rat cell, yeast cell and bacterial cell. 

15.. .The host cell of claim 13, wherein the cell is a human cell. 

16. An isolated protein comprising a vertebrate telomerase protein. 

17. The protein of claim 1 6, wherein the vertebrate is a human. 

1 8. The protein of claim 1 6, wherein the protein comprises the amino acid 
sequence presented in Figure 1 or 1 1, or variant thereof. 

19. A portion of a vertebrate telomerase protein. 

20. The portion of claim 19, wherein the amino acid sequence of the 
portion is presented in Figure 1 . 

21. The portion of claim 19, wherein the amino acid sequence of the 
portion is presented in Figure 1 1 . 

22. The portion of claim 19, wherein the portion is from 10 to 100 amino 

acids long. 
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23. An antibody that specifically binds to the protein according to either 
claim 16 or 19. 

24. An antibody that specifically binds to a polypeptide encoded by a 
sequence selected from the group consisting of region 1, region a, region p\ region 2 and 
region 3. 

25. The antibody according to claim 24, wherein the antibody is a 
monoclonal antibody. 

26. A hybridoma that produces an antibody according to claim 14. 

27. A nucleic acid probe that is capable of specifically hybridizing to a 
nucleic acid molecule encoding a vertebrate telomerase under conditions of normal 
stringency, provided that the probe does not hybridize to nucleotides 1624-2012 presented in 
Figure 1. 

28. The probe of claim 27, wherein the probe is from 1 2 to 200 nucleotides 

long. 

29. The probe of claim 27, wherein the probe is from 20 to 50 nucleotides 

long. 

30. The probe of claim 17, wherein the nucleic acid molecule has the 
sequence presented in Figure 1 or its complement thereof. 

31 . The probe of claim 17, wherein the nucleic acid molecule is labeled. 

32. A pair of oligonucleotide primers capable of specifically amplifying all 
or a portion of a nucleic acid molecule encoding human telomerase. 

33. The primers of claim 32, wherein the nucleic acid molecule comprises 
the sequence presented in Figure 1 or its complement. 

34. The primers of claim 32, wherein the nucleic acid molecule comprises 
any of the sequences presented in Figure 1 1 or the complements thereof. 
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35. The primers of claim 32, wherein the pair of primers is capable of 
specifically amplifying sequence comprising all or a part of region 1, region a, region (3, 
region 2, region 3 region X or region Y. 

36. The primers of claim 35, wherein the primers flank nucleotide 222, 
1950, 2131-2166, 2287-2468, 2843, or 3157 as presented in Figure 1. 

37. The primers of claim 36, wherein only one of each primer pair flanks 
nucleotide 222, 1950, 2131-2166, 2287-2468, 2843, or 3157 as presented in Figure 1 and the 
other primer of the pair has sequence corresponding to one of the sequences presented in 
Figure 10 or complements thereof. 

38. A pair of oligoprimers capable of specifically amplifying genomic 
sequence presented in Figure 10, wherein the primers amplify more than nucleotides 1 to 38. 

' ^'39^ An oligonucleotide thai hybridizes specifically to a nucleic acid 
sequence in region 1, region a, region p, region 2, region 3 region X or region Y. 

40. The oligonucleotide of claim 39, wherein the oligonucleotide is from 

15 to 36 bases. 

41. A method of diagnosing cancer in a patient, comprising preparing 
tumor cDNA and amplifying the tumor cDNA using primers that specifically amplify human 
telomerase nucleic acid sequence, wherein the detection of telomere nucleic acid sequences 
is indicative of a diagnosis of cancer. 

42. The method of claim 41 , further comprising comparing the amount of 
amplified telomerase sequence to a control, wherein increase telomerase nucleic acid 
sequences over the control is indicative of a diagnosis of cancer. 

43. The method of claim 41, wherein the primers span region 1, region a, 
region fc region 2, region 3 region X or region Y, wherein the pattern of amplification is 
indicative of a diagnoses of cancer. 



WO 99/01560 PCT/US98/13835 

58 



44. The method of claim 43, wherein the primers are Htel Intron T and 

Htel 723B. 

45. The method of claim 44, wherein the primers are Htel335T and 

Htell022B. 

46. A method of determining a pattern of telomerase RNA expression in 
cells, comprising preparing cDNA from mRNA isolated from the cells, amplifying the cDNA 
using primers according to claim 35, therefrom determining the pattern of telomerase RNA 
expression. 

47. The method of claim 46, further comprising detecting the amplified 
product by hybridization with an oligonucleotide having all or part of the sequence of region 
1, region a, region p, region 2, region 3 region X or region Y. 

48. A method of diagnosing cancer in a patient, comprising determining a 
pattern of telomerase RNA expression, comprising amplifying telomerase from cDNA 
synthesized from tumor RNA, and detecting the amplified product by hybridization with an 
oligonucleotide having all or part of the sequence of region 1, region a, region p, region 2, 
region 3 region X or region Y, therefrom determining the pattern of telomerase RNA 
expression, wherein the pattern is indicative of a diagnosis of cancer. 

49. The method of claim 48, further comprising comparing the pattern to a 
pattern obtained from a reference cancer. 

50. A non-human transgenic animal whose cells contain a vertebrate 
telomerase gene that is operably linked to a promoter effective for the expression of the gene. 

5 1 . The animal of claim 50, wherein the animal is a mouse. 

52. The animal of claim 50, wherein the promoter is tissue-specific. 

53. The animal of claim 50, wherein the telomerase gene is any of the 
nucleic acid sequences presented in Figure 1 1 . 
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54 A mouse, whose cells have an endogenous telomerase gene disrupted 
by homologous recombination with a nonfunctional telomerase gene, wherein the mouse is 
unable to express endogenous telomerase . 

55. An inhibitor of vertebrate telomerase activity, wherein the inhibitor 
binds to telomerase and is not a nucleoside analogue. 

56. The inhibitor of claim 55, wherein the vertebrate is a human. 

57. The inhibitor of claim 55, wherein the inhibitor is antisense nucleic 
acid complementary to human telomerase mRNA. 

58. The inhibitor of claim 57, wherein the antisense is complementary to 
region a, region p\ region 2, region 3 or region X. 

59. The inhibitor of claim 55, wherein the inhibitor is a ribozyme. 

60. A method of treating cancer, comprising administering to a patient a 
therapeutically effective amount of an inhibitor according to claim 55. 

61 A nucleic acid molecule comprising the sequence selected from the set 
consisting of sequences selected from region 1, region a, region p, region 2 or region 3 as 
presented in Figure 10 and variants thereof. 

62. A method of identifying an effector of telomerase activity comprising: 

(a) adding a candidate effector to a mixture of telomerase protein, RNA 
component and template, wherein the telomerase protein is encoded by an isolated nucleic 

acid molecule according to claim 1; 

(b) detecting telomerase activity; and 

(c) comparing the amount of activity in step (b) to the amount of activity 
in a control mixture without candidate effector, therefrom identifying an effector. 

63. The method of claim 62, wherein the effector is an inhibitor. 



64. the method of claim 62, wherein the nucleic acid molecule 
human telomerase. 
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HUMAN TELOMERASE 



ATGCCGCGCGCTCCCCGCTGCC6AGCC6TGCGCTCCCTGCTGCGCA6CCACTACC6CGAG 60 
MetProArgAlaProArgCysArgAlaValArgSerLeuLeuArgSerHisTyrArgGlu 20 



GTGCTGCCGCTGGCCACGTTCGTGCGGCGCCTGGGGCCCCAGGGCTGGCGGCTGGTGCAG 120 
ValLeuProLeuAlaThrPheValArgArgLeuGlyProGlnGlyTrpArgLeuValGIn 40 



CGCGGGGACCCGGCGGCTTTCCGCGCGCTGGTGGCCCAGTGCCTGGTGTGCGTGCCCTGG 1 80 

ArgGlyAspProAlaAlaPheArgAlaLeuValAlaGlnCysLeuValCysValProTrp 60 

GACGCACGGCCGCCCCCCGCCGCCCCCTCCTTCCGCCAGGTGTCCTGCCTGAAGGAGCTG 240 

AspAlaArgProProProAlaAlaProSerPheArgGlnValSerCysLeuLysGluLeu 80 



GTGGCCCGAGTGCTGCAGAGGCTGTGCGAGCGCGGCGCGAAGAACGTGCTGGCCTTCGGC 300 
ValAlaArgValLeuGlnArgLeuCysGluArgGlyAlaLysAsnValLeuAlaPheGly 1 00 



TTCGCGCTGCTGGACGGGGCCCGCGGGGGCCCCCCCGAGGCCTTCACCACCAGCGTGCGC 360 

PheAlaLeuLeuAspGlyAlaArgGlyGlyProProGluAlaPheThrThrSerValArg 120 

AGCTACCTGCCCAACACGGTGACCGACGCACTGCGGGGGAGCGGGGCGTGGGGGCTGCTG 420 

SerTyrLeuProAsnThrValThrAspAlaLeuArgGlySerGlyAlaTrpGlyLeuLeu 140 

TTGCGCCGCGTGGGCGACGACGTGCTGGTTCACCTGCTGGCACGCTGCGCGCTCTTTGTG 480 

LeuArgArgValGlyAspAspValLeuValHisLeuLeuAlaArgCysAlaLeuPheVal 160 

• * • « * * 

CTGGTGGCTCCCAGCTGCGCCTACCAGGTGTGCGGGCCGCCGCTGTACCAGCTCGGCGCT 540 

LeuValAlaProSerCysAlaTyrGlnValCysGlyProProLeuTyrGlnLeuGlyAla 180 

GCCACTCAGGCCCGGCCCCCGCCACACGCTAGTGGACCCCGAAGGCGTCTGGGATGCGAA 600 

AlaThrGlnAlaArgProProProHisAlaSerGlyProArgArgArgLeuGlyCysGlu 200 

CGGGCCTGGAACCATAGCGTCAGGGAGGCCGGGGTCCCCCTGGGCCTGCCAGCCCCGGGT 660 

ArgAlaTrpAsnHisSerValArgGluAlaGlyValProLeuGlyLeuProAlaProGly 220 



GCGAGGAGGCGCGGGGGCAGTGCCAGCCGAAGTCTGCCGTTGCCCAAGAGGCCCAGGCGT 720 
AlaArgArgArgGlyGlySerAlaSerArgSerLeuProLeuProLysArgProArgArg 240 



Fig. I A 
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GGCGCTGCCCCTGAGCCGGAGCGGAC6CCCGTTGGGCAGG66TCCTG6GCCCACCCGGGC 
GlyAlaAlaProGluProGluArgThrProValGlyGlnGlySerTrpAlaHisProGly 



AGGACGCGTGGACCGAGTGACCGTGGTTTCTGTGTGGTGTCACCTGCCAGACCCGCCGAA 
ArgThrArgGlyProSerAspArgGlyPheCysValValSerProAlaArgProAlaGlu 



GAAGCCACCTCTTTGGAGGGTGCGCTCTCTGGCACGCGCCACTCCCACCCATCCGTGGGC 
GluAlaThrSerLeuGluGlyAlaLeuSerGlyThrArgHisSerHisProSerValGly 



CGCCAGCACCACGCGGGCCCCCCATCCACATCGCGGCCACCACGTCCCTGGGACACGCCT 
ArgGlnHisHisAlaGlyProProSerThrSerArgProProArgProTrpAspThrPro 



TGTCCCCCGGTGTACGCCGAGACCAAGCACTTCCTCTACTCCTCAGGCGACAAGGAGCAG 
CysProProValTyrAlaGluThrLysHisPheLeuTyrSerSerGlyAspLysGluGln 



CTGCGGCCCTCCTTCCTACTCAGCTCTCTGAGGCCCAGCCTGACTGGCGCTCGGAGGCTC 
LeuArgPrpSerPheLeuLeuSerSerLeuArgProSerLeuThrGlyAlaArgArgLeu 



GTGGAGACCATCTTTCTGGGTTCCAGGCCCTGGATGCCAGGGACTCCCCGCAGGTTGCCC 
ValGluThrllePheLeuGlySerArgProTrpMetProGlyThrProArgArgLeuPro 



CGCCTGCCCCAGCGCTACTGGCAAATGCGGCCCCTGTTTCTGGAGCTGCTTGGGAACCAC 
ArgLeuProGlnArgTyrTrpGlnMetArgProLeuPheLeuGluLeuLeuGlyAsnHis 



GCGCAGTGCCCCTACGGGGTGCTCCTCAAGACGCACTGCCCGCTGCGAGCTGCGGTCACC 
AlaGlnCysProTyrGlyValLeuLeuLysThrHisCysProLeuArgAlaAlaValThr 



CCAGCAGCCGGTGTCTGTGCCCGGGAGAAGCCCCAGGGCTCTGTGGCGGCCCCCGAGGAG 
ProAlaAlaGlyValCysAlaArgGluLysProGlnGlySerValAlaAlaProGluGlu 



GAGGACACAGACCCCCGTCGCCTGGTGCAGCTGCTCCGCCAGCACAGCAGCCCCTGGCAG 
GluAspThrAspProArgArgLeuValGlnLeuLeuArgGlnHisSerSerProTrpGIn 



GTGTACGGCTTCGTGCGGGCCTGCCTGCGCCGGCTGGTGCCCCCAGGCCTCTGGGGCTCC 
ValTyrGlyPheValArgAlaCysLeuArgArgLeuValProProGlyLeuTrpGlySer 

AGGCACAACGAACGCCGCTTCCTCAGGAACACCAAGAAGTTCATCTCCCTGG6GAAGCAT 
ArgHisAsnGluArgArgPheLeuArgAsnThrLysLysPhelleSerLeuGlyLysHis 
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GCCAAGCTCTCGCTGCAGGAGCTGACGTGGAAGATGAGCGTGCGGGGCTGCGCTTGGCTG 1 560 

AlaLysLeuSerLeuGlnGluLeuThrTrpLysMetSerValArgAspCysAiaTrpLeu 520 



CGCAGGAGCCCAGGGGTTGGCTGTGTTCCGGCCGCAGAGCACCGTCTGCGTGAGGAGATC 1 620 

ArgArgSerProGlyValGlyCysValProAlaAlaGluHisArgLeuArgGluGluIle 540 

CTGGCCAAGTTCCTGCACTGGCTGATGAGTGTGTACGTCGTCGAGCTGCTCAGGTCTTTC 1680 

LeuAlaLysPheLeuHisTrpLeuMetSerValTyrValValGluLeuLeuArgSerPhe 560 



TTnATGTCACGGAGACCACGTnCAAMGMCAGGCTCTTTTTCTACCGGAAGAGTGTC 1 740 

PheTyrValThrGluThrThrPheGlnLysAsnArgLeuPhePheTyrArgLysSerVal 580 

TGGAGCAAGTTGCAAAGCATTGGAATCAGACAGCACTTGAAGAGGGTGCAGCTGCGGGAG 1 800 

TrpSerLysLeuGlnSerlleGlylleArgGlnHisLeuLysArgValGlnLeuArgGlu 600 



CTGTCGGAAGCAGAGGTCAGGCAGCATCGGGAAGCCAGGCCCGCCCTGCTGACGTCCAGA 1 860 
LeuSerGluAlaGluValArgGlnHisArgGluAlaArgProAlaLeuLeuThrSerArg 620 



CTCCGCTTCATCCCCAAGCCTGACGGGCTGCGGCCGATTGTGAACATGGACTACGTCGTG 1 920 

LeuArgPhelleProLysProAspGlyLeuArgProIleValAsnMetAspTyrValVal 640 

GGAGCCAGAACGTTCCGCAGAGAAAAGAGGGCCGAGCGTCTCACCTCGAGGGTGAAGGCA 1 980 

GlyAlaArgThrPheArgArgGluLysArgAlaGluArgLeuThrSerArgValLysAla 660 



CTGTTCAGCGTGCTCAACTACGAGCGGGCGCGGCGCCCCGGCCTCCTGGGCGCCTCTGTG 2040 
LeuPheSerValLeuAsnTyrGluArgAlaArgArgProGlyLeuLeuGlyAlaSerVal 680 



CTGGGCCTGGACGATATCCACAGGGCCTGGCGCACCTTCGTGCTGCGTGTGCGGGCCCAG 21 00 

LeuGlyLeuAspAspIleHisArgAlaTrpArgThrPheValLeuArgValArgAlaGln 700 

GACCCGCCGCCTGAGCTGTACTTTGTCAAGGTGGATGTGACGGGCGCGTACGACACCATC 21 60 
AspProProProGluLeuTyrPheValLysValAspValThrGlyAlaTyrAspThrlle 720 

• • • 

CCCCAGGACAGGCTCACGGAGGTCATCGCCAGCATCATCAAACCCCAGAACACGTACTGC 2220 
ProGlnAspArgLeuThrGluVallleAlaSerllelleLysProGlnAsnThrTyrCys 740 



GTGCGTCGGTATGCCGTGGTCCAGAAGGCCGCCCATGGGCACGTCCGCAAGGCCTTCAAG 2280 
ValArgArgTyrAlaValValGlnLysAlaAlaHisGlyHisValArgLysAlaPheLys 760 
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A6CCACGTCTCTACCTTGACAGACCTCCA6CC6TACATGCGACAGTTCGT6GCTCACCTG 2340 

SerHisValSerThrLeuThrAspLeuGinProTyrMetArgGlnPheValAlaHisLeu 780 



CAGGAGACCAGCCCGCTGAGGGATGCCGTCGTCATCGAGCAGAGCTCCTCCCTGAATGAG 2400 
GlnGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeuAsnGlu 800 



GCCAGCAGTGGCCTCTTCGACGTCTTCCTACGCTTCATGTGCCACCACGCCGTGCGCATC 2460 
AlaSerSerGlyLeuPheAspValPheLeuArgPheMetCysHisHisAlaValArglle 820 



AGGGGCAAGTCCTACGTCCAGTGCCAGGGGATCCCGCAGGGCTCCATCCTCTCCACGCTG 2520 

ArgGlyLysSerTyrValGlnCysGlnGlylleProGlnGlySerlleLeuSerThrLeu 840 

CTCTGCAGCCTGTGCTACGGCGACATGGAGAACAAGCTGTTTGCGGGGATTCGGCGGGAC 2580 

LeuCysSerLeuCysTyrGlyAspMetGluAsnLysLeuPheAlaGlylleArgArgAsp 860 

GGGCTGCTCCTGtXjnTGGTGGATGWTTTCTTGTTGGTGACACCTCACCTCACCCACGCG 2640 

GlyLeuLeuLeuArgLeuValAspAspPheLeuLeuValThrProHisLeuThrHisAla 880 

AAAACCTTCCTCAGGACCCTGGTCCGAGGTGTCCCTGAGTATGGCTGCGTGGTGAACTTG 2700 

LysThrPheLeuArgThrLeuValArgGlyValProGluTyrGlyCysValValAsnLeu 900 

CGGAAGACAGTGGTGAACTTCCCTGTAGAAGACGAGGCCCTGGGTGGCACGGCTTTTGTT 2760 

ArgLysThrValValAsnPheProValGluAspGluAlaLeuGlyGlyThrAlaPheVal 920 



CAGATGCCGGCCCACGGCCTATTCCCCTGGTGCGGCCTGCTGCTGGATACCCGGACCCTG 2820 
GlnMetProAlaHisGlyLeuPheProTrpCysGlyLeuLeuLeuAspThrArgThrLeu 940 



GAGGTGCAGAGCGACTACTCCAGCTATGCCCGGACCTCCATCAGAGCCAGTCTCACCTTC 2880 

GluValGlnSerAspTyrSerSerTyrAlaArgThrSerlleArgAlaSerLeuThrPhe 960 

MCCGCGGCTTCAAGGCTGGGAGGAACATGCGTCGCAAACTCTTTGGGGTCTTGCGGCTG 2940 

AsnArgGlyPheLysAlaGlyArgAsnMetArgArgLysLeuPheGlyValLeuArgLeu 980 

AAGTGTCACAGCCTGTTTCTGGATTTGCAGGTGAACAGCCTCCAGACGGTGTGCACCAAC 3000 

LysCysHisSerLeuPheLeuAspLeuGlnValAsnSerLeuGlnThrValCysThrAsn 1000 

ATCTACAAGATCCTCCTGCTGCAGGCGTACAGGTTTCACGCATGTGTGCTGCAGCTCCCA 3060 Fig. 

IleTyrLysIleleuLeuLeuGlnAlaTy rArgPheHisAlaCysValLeuGlnLeuPro 1 020 
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TnCATCAGCAAGTnGGMGMCCCCACATTTTTCCTGCGCGTCATCTCTGACACGGCC 31 20 
PheHisGlnGlnValTrpLysAsnProThrPhePheLeuArgVallleSerAspThrAls 1040 



TCCCTCTGCTACTCCATCCTGAAAGCCAAGAACGCAGGGATGTCGCTGGGGGCCAAGGGC 31 80 
SerLeuCysTyrSerlleLeuLysAlaLysAsnAlaGlyMetSerLeuGlyAlaLysGly 1060 



GCCGCCGGCCCTCTGCCCTCCGAGGCCGTGCAGTGGCTGTGCCACCAAGCATTCCTGCTC 3240 
AlaAlaGlyProLeuProSerGluAlaValGlnTrpLeuCysHisGlnAlaPheLeuLeu 1080 



AAGCTGACTCGACACCGTGTCACCTACGTGCCACTCCTGGGGTCACTCAGGACAGCCCAG 3300 
LysLeuThrArgHisArgValThrTyrValProLeuLeuGlySerLeuArgThrAlaGln 1100 



ACGCAGCTGAGTC6GAAGCTCCCGGGGACGACGCTGACTGCCCTGGAGGCCGCAGCCAAC 3360 
ThrGlnLeuSerArgLysLeuProGlyThrThrLeuThrAlaLeuGluAlaAlaAlaAsn 1 120 



CCGGCACTGCCCTCAGACTTCAAGACCATCCTGGACtgatggccacccgcccacagccag 3420 

ProAlaLeuProSerAspPheLysThrlleLeuAsp 1 132 

Gccgagagcagacaccagcagccctgtcacgccgggctctacgtcccagggagggagggg 3480 

Cggcccacacccaggcccgcaccgctgggagtctgaggcctgagtgagtgtttggccgag 3540 

gcctgcatgtccggctgaaggctgagtgtccggctgaggcctgagcgagtgtccagccaa 3600 

gggctgagtgtccagcacacctgccgtcttcacttccccacaggctggcgctcggctcca 3660 

ccccagggccagcttttcctcaccaggagcccggcttccactccccacataggaatagtc 3720 

catccccagattcgccattgttcacccctcgccctgccctcctttgccttccacccccac 3780 

catccaggtggagaccctgagaaggaccctgggagctctgggaatttggagtgaccaaag 3840 

gtgtgccctgtacacaggcgaggaccctgcacctggatgggggtccctgtgggtcaaatt 3900 

ggggggaggtgctgtgggagtaaaatactgaatatatgagtttttcagttttgaaaaaaa 3960 

aaaa 3964 



Fig. IE 
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Euplotes 1 MEVD W3NQADNHG I HSALKTCEEI KEA/fR. YSWIQKVI RC/? - - N0SQSH WfDIEDI K 

HT1 1 RRLGPQGWRLVQRGDPAAFRALVAQCL ^CVPWDAR- PPP/4APSFRQVSCLX E/. VARVLQRiCE/?GAKNVLW : GFALZJ7GA 
EST2 1 MATILFEFIODKIDID- -LOTNSTy^ENZ.KCG 



Euplotes 56 IFAQTN I VA7TRDYNEEDFKVWRK EVFSTGLMIEIIDKCLVELLSSSDVSDRQKLQCffiFQLKG/VQ-LAK 

HT1 80 RGGPPEAFTrSVRSYZJWTVTDj4Z. RGSGAWGLL LRRVGDDVLVHZ.LARCALFVZ. VAPSCAY - - -QVCGPPLYQLGAATQA 
EST2 30 HFNGLDEIL7T-CFA1/WSRKMP CLPGOLSHKAVJDHCI I YZ./LTGELYNN - - - VLTFGYKIARA/EDVNN 



Euplotes 126 MLT>1L$T(KQYFFQDEWQVRM(^EIHHLYTK^ 

HT1 157 RPPP/MSGPRM(niWMVHSVREAMPLGLPAPGARIM^^ 

EST2 97 SLFC//SANVNVTZ.LKGA4I/KMFHSLVGTYAFVDI LIN >TV IOFNGQ - FFTO I VSAWCNEPHL PPKW l^QRSSSS 



Euplotes 206 PRCC5TCKYNVMKDHFUVN I NVPNWNNMKSRTRI FKCTHFA/RNNOFF 

HT1 237 PSDRGFCVVSPARPAfEA7SLEGALSGTRHSHPSVGRQHHAGPPSTSRPPRPWDTPCPPVYAEWLKSSGDK--EaR 
EST2 169 ----SATAAQIKQLTEPV77V - KQFLHKLNIW-SSSFF 



Euplotes 255 KKHEFVSNKNMISAM-ORAQrJfTNI - — - - - -FffFN/?IKKKl/fOKVI EKIAYMi.EKVATDFWFNYYZ.TKSCPZ.P£MfllE 

HT1 315 mLSSLRPSLT^VETJftGSRPWTPMLW^ 

EST2 200 PYSKILPSSSSIKKLTOZ.RfAJFP TN/.VKIPQRUfVRINLTLQK/./.KR/^RLA/I'VSI/.NSICPPLfGT- - 

Telomerase domain 

Euplotes 326 RK Q^IENiINKT^fKS--mEELFSYnDNKCinTQFJNEFFYNILPmFLTGR-MNfQmmVELNW/E 

HT1 394 MGVCAREJ^PQGSVMPEffDTDPRRLVQLLRQHSSPWQ^GFVRACLRRiV/'PGLW^fiHWERI^LR^ 

EST2 268 VLDiSHLSRQ SPKERyLKFJIVIjLQIC£^PQEHF65KKM(GKII/(M.NLLL5iPLNG 



Euplotes 398 LIHKNLZ.Z.FJCINTRE ISWMQVET- SAKHFYYFDHEWI YVLWfCLLRWIFEDL l/l'S/. J/JCFFyVTfQQKSYSKTYyiWCNIW 

HT1 474 KISLQEL™/aiSV/2DCAWZ.RRSPGVGCVPMEHF^REE ILAi<FLHWLMSVY ^^E/.U?SF/TlT£Tr FQKNRLFFWWf SVW 

EST2 324 YLPFDSLLKftlJMPFMFISD-ITO^ 

Motif 1 Motif 2 

Eupl Otes 477 DVIMKMSJADLKK-ETLAfVQf Kf VmiSi-GFmUUPKKU- -FflWMTFNKKIVNSDRK- -TTKLTTN7KLL 

HT1 554 SttQSIG/RQHLKRVQLRfLSE Af VRQHREARPALLTSRLflFMPDG- -LRPJVNMDYVVGARTFRREKRAfRLTSRVK 

EST2 401 NW.ITPF JVEYF/f-TYLVENNVCRNHNSYTLS - NFNHS/fMRIIP/CffSNNEF/?! JAIPCRGADEEEFT - - IY/CENHKNAIQ 



Fig. 2A 



SUBSTITUTE SHEET (RULE 26) 



WO 99/01560 



7 / 68 



PCI7US98/13835 



Motif A 

Euplotes 551 NSHLMLKTLKAf-WFKDPFGFAFNYCID^^ 

HT1 632 ALFSVLNKEflAM- -PGLLGAmGlMHRAWRTFftRV RAQOPPPf^fV/n/D/TGAJOTJPQDRiTEVIASI IKPQAf 
EST2 477 PTQKIiEyWA^PTSIT-KIYSPTQIADRIJCEFKQRLL/fKFNNVLP-FiKn^FD^SCWSJP/JMECKR 



Euplotes 629 DFWIMTAQILKRKA/NI ^IDSKWFRKKEWDYFRQKFQKIALEGGQY/>TLFSVLENE(7NDLMAKKTLIV£AK-QR/VYF/CKD 

HT1 710 TYC KRRYAWQKAAHSHVRKAFKSHVS TLTDLQPYHRQFVAHLOErSPLRDAV^fOSSSU/EASSG 

EST2 556 GFFWKQYFFN-TiinMKLFiVVVN A--SRVA»KPYELYIDNVR7VHLSNQDfJNVV-EMEI/7£T- 

Motif B Motif C 

Euplotes 708 NLLQPyiNICQYNYINFNGKFyK(7TKGI/^ 

HT1 777 LFDVFLRFMCHHAVRIR-fflfSyVOCQff/flOSSI/.STU.CSLCrGDMEN- - -KLF/GIRRD dLUUMDDFLLVT 

EST2 616 --ALWKEDKCYIR EDfiLF0SSSiSAPIVDiV)DDiLfFYSEFIC4SPSQ0 UlUUMDFLUS 

Motif D Motif E 

Euplotes 788 fQENIW LFIE/CL I NVSR£NGFKFA/MK/f LQTSFPLS PSKFAKYGMDSVEEQN I I'QDYCDWIG I S I DMKTLALMPNIAfLR I 
HT1 847 PHITH4KTFLRTIVP^P£YGCVWIJ^ - 
EST2 677 TDQQ-Q/INIK/fLAMS— -6FQKYNAACANR0KRAVS SOSDDDT 1^ IQFCAMHI FVKEZ.E I/WKHSST1W- • • 



Euplotes 868 EGILCTWVUVMQTCKASW^ 

HT1 924 TS JRASLTFAfRGF/CAGRNMRRXLFGVLRLKCHSL FLDLQVNSLQTVCTN I Y/f I LLLQAKRFHACVLQLPFHQQVWMVPrF 
EST2 741 AFHIRS^SS----^GIfRSLIALFNrRISYmDrNLNSTN7VLMQIDHVVKNISECY^SA--FKDLSIW7-Q 



Euplotes 946 SSMIDLEVSKJJKSVTR/IFFKYLVCNIMIFGF^ 

HT1 1004 FLRVISDTASLCmUOeAGMSLt^GAAGPLPSEATO 

EST2 808 NMQFHSFLQRJIEMTVSG- - - -CPITKCOPLIEYfVR- -FTI - -/.NGFLf S/.SSNTSKF-KDNIILLR^f IOHLQAYIYI 



Euplotes 1026 LIQYDA 

HT1 1083 TLTALEAAANPALPSDFKTILD 
EST2 879 YJHIVN 
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LIM1215 CCD 
Colon Primary 
Carcinoma Fibroblast 
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222 223 
Y 5'-CCAGGTG|ggcctc gcaggtg|TCCTGCC-3' 



1950 1952 

1 5'-AMGAGG|GTGGCTG AACAGAA | GCCGAGC - 3 ' 

2130 2167 
a 5' -TGTCAAG|gtggatg cccccag|GACAGGC-3' 

2286 2468 
p 5 ' -GAGCCAC | gtctcta 9999caa | GTCCTAC-3 ' 

2843 2844 

2 5' - ACTCCAG | GTGAGCG XXXXXXX|CTATGCC-3' 

3157 

3 5 ' - AACGCAG I CCGAAGAAAACATTTCTGTCGTGACTCCTGCGGTGCTTGGGTCGGGACAGCCAGAGATGG 

T AA EENILVVTPAVLGSGQPEME 

AGCCACCCCGCAGACCGTCGGGTGTGGGCAGCTTTCCGGTGTCTCCTGGGAGGGGAGTTG 
PPRRPSGVGSFPVSPGRGVG 

3158 

GGCTGGGCCTGTGACTCCTCAGCCTCTGTTTTCCCCCAG | GGATGTC - 3 ' 
L G L * 
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sequence "Y" 104-105 bases 

6GCCTCCCCGGGGTCGGCGTCCGGCTGGGGTTGAGG6CGGCCGGGGGGAACCAG 
GlyLeuProGlyValGlyValArgLeuGlyLeuArgAlaAlaGlyGlyAsnGln 
AlaSerProGlySerAlaSerGlyTrpGly * GlyArgProGlyGlyThrSer 
ProProArgGlyArgArgProAlaGlyValGluGlyGlyArgGlyGluProAla 

CGACATGCGGAGAGCAGCGCAGGCGACTCAGGGCGCTTCCCCCGCAGGTG 
ArgHisAlaGluSerSerAlaGlyAspSerGlyArgPheProArgArg 
AspMetArgArgAlaAlaGlnAlaThrGlnGlyAlaSerProAlaGly 
ThrCysGlyGluGlnArgArgArgLeuArgAlaLeuProProGlnVal 

sequence "1" 38 bases 

GT6GCTGTGCTTTGGTTTAACTTCCTTTTTAACCAGAA 

ValAlaValLeuTrpPheAsnPheLeuPheAsnGlnLys 



sequence "*" 36 bases 

GTGGATGTGACGGGCGCGTACGACACCATCCCCCAG 

ValAspValThrGlyAlaTyrAspThrlleProGln 



sequence "*" 182 bases 

GTCTCTACCTTGACAGACCTCCAGCCGTACATGCGACAGTTCGTGGCTCACCTG 
ValSerThrLeuThrAspLeuGlnProTyrMetArgGlnPheValAlaHisLeu 

CAGGAGACCAGCCCGCTGAGGGATGCCGTCGTCATCGAGCAGAGCTCCTCCCTG 
GlnGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeu 

AATGAGGCCAGCAGTGGCCTCTTCGACGTCTTCCTACGCTTCATGTGCCACCAC 
AsnGluAlaSerSerGlyLeuPheAspValPheLeuArgPheMetCysHisHis 

GCCGTGCGCATCAGGGGCAA 
AlaValArglleArgGlyLys 

partial sequence "2" unknown length 
GTGAGCGCACCTGGCCGGAAGTGGAGCCTGTGCCCGGCTGGGGCAGGTGCTGCTGCAG 

Ter 

GGCCGTTGCGTCCACCTCTGCTTCCGTGTGGGGCAGGCGACTGCCAATCCCAAAGGGT 
CAGATGCCACAGGGTGCCCCTCGTCCCATCTGGGGCTGAGCACAAATGCATCTTTCTG 
TGGGAGTGAGGGTGCCTCACAACGGGAGCAGTTTTCTGTGCTATTTTGGTAA.. 




Fig. 10A 
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sequence "3" 159 bases 

CCGAAGAAAACATTTCT6TCGTGACTCCTGCG6T6CTT6GGTCGGGACAGCCA6AG 
AlaGluGluAsnlleSerValValThrProAlaValLeuGlySerGlyGlnProGlu 

ATGGAGCCACCCCGCAGACCGTCGGGTGTGGGCAGCTTTCCGGTGTCTCCTGGGAGG 
MetGluProProArgArgProSerGlyValGlySerPheProValSerProGlyArg 

GGAGTTGGGCTGGGCCTGTGACTCCTCAGCCTCTGTTTTCCCCCAG 
GlyValGlyLeuGlyLeu * 



sequence "X" unknown length 

_GACAGTCACCAGGGGGGTTGACCGCCGGACTGGGCGTCCCCAGGGTTGACTATAGGA 
CCAGGTGTCCAGGTGCCCTGCAAGTAGAGGGGCTCTCAGAGGCGTCTGGCTGGCATGG 
GTGGACGTGGCCCCGGGCATGGCCTTCTGCGTGTGCTGCCGTGGGTGCCCTGAGCCCT 
CACTGAGTCGGTGGGGGCTTGTGGCTTCCCGTGAGCTTCCCCCTAGTCTGTTGTCTGG 
CTGAGCAAGCCTCCTGAGGGGCTCTCTATTG 



partial sequence of genomic intron (approximately 2.7 kb) 
GTGGCT6TGCTTTGGTTTAACTTCCTTTTTMCCAGAAGTGCGTTTGAGCCCCACATT 
TGGTATCAGCTTAGATGAAGGGCCCGGAGGAGGGGCCACGGGACACAGCCAGGGCCAT 
GGCACGGCGCCCACCCATTTGTGCGCACAGTGAGGTGGCCGAGGTGCCGGTGCCTCCA 
GAAMGCAGCGTGGGGGTGTAGGGGGAGCTCCTGGGGCAGGGAC. . . . 



Fig. 10B 
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N-terminal truncated telomerase 

ATmCGCTCC^TOra 

H P R A P R C R A V R S L L R S H T R E V L P L A T F V 



R R I G P Q G W R L V Q R G D P A A F R A L V A Q C L V C V P « D A R P P P A A 

P S F R Q V S C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L D G A R 
CGGGGGCKCCCCGAGGC^ 

G G P P E A F T T S V R S Y L P N T V T D A L R G S G A H G L L L A A V G 0 D V 
GCTGGnWKTGCT^ 

L V H L L A R C A L F V L V A P 8 C A Y 0 V C G P P L Y Q L G A A T 0 A R P P P 



AS6PRRRL6CERAWNHSVREAGVPLGLPAP6ARRRGGSA 
CAGCC(^GTCTGCCGnGCCCM<^GGCCCAGG(^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSDR 
TOTCTGTGTGGTGTO^ 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P S V G R fl H H A G P P 
ATCCACATKWjGCC^^^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 
CTCTCTGAGGf^^ 

SLRPSLTGARRLVETIFLGSRPWMPGTPRRLPRLPQRYWQ 
AATGCGIiCCWTGTnCTG^ 

II R P I F L E I L G N H A Q C P Y G V L I K T H C P L R A A V T P A A G V C A R 
GGAIMGOCCAGOT 

E K P Q G S V A A P E E E 0 T D P R R L V 0 L L R Q H S S P W 0 V Y G F V R A C 
CCTGI^G&WgCTO 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLS L Q E L 
GACGTGGAAWTGAGfTO 

TWKHSVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 
GATIMTGTGTAMCOT^ 

IISVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 
AAT»Nl-«T(^GGGGGGn« 
CATGGGTGIMGGra 

GCTGAGCAAGCCTGCTGAGGGGCTCTCTATTG- Fig. 11A 
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Truncated protein 1 

ATBBSBCBCSCTCOCBnBC^^ 

MPRAPRCRAVRSLLRSHTREVLPLATFV 
(^CCTGGGOTCAGGGCTGGCGGCTGGTGMGCGKj 

RRLGPQGWRLVQR6DPAAFRALVAQCLVCVPWDARPPPAA 
CCGCnXTTCCQCGWGnn^ 

PSFRQVSCLKELVARVLQRLCERGAKNVLAFGFALLDGAR 
MGGGGCC^^ 

GGPPEAFTTSVRSYLPNTVTDALRGSGAWGLLLRRVGOOV 
GCTGGnCACCTGCTGGCACGCTGCGCGCTCTnGTGCTGGTGQCT(XCAGCTGC(KX^ 

LVHLLARCALFVLVAPSCAYQVC6PPLYGLGAATQARPPP 
ACACGCTAGTGGACCCCGAAGGCGTCTGGGATGC6AACGGGCCTGGM 

HASGPRRRLGCERAWNHSVREAGVPLGLPAPGARRR6GSA 
UGCCGAAGTCTGCCGnGC(XMGAGGCCCAG6{XTGGCGCT6CCCCT& 

SHSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSOR 
TGGTTTCTGTGTGGTGTCACCTGCCAGACCCGCCGAAGAAGCCACCTCTnGGAGGGTK^ 

GFCVVSPARPAEEATSLEGALSGTRHSHPSVGRGHHAGPP 
ATIWCATOGGCCA^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 
CTCTCTGAGGCCCAGCCTGACTGGCGCTCG(y\GGCTCGT6GAGACCATCm 

SLRPSLTGARRLVETIFLGSRPWMPGTPRRLPRLPQRYWQ 
MTGCGGW^TGTnCTGGAGCTGCnGGGAACCAWCGCAGTGCCCCTACGG^ 

MRPLFLELLGNHAQCPYGVLLKTHCPLRAAVTPAAGVCAR 
GGAGAAGCCCCAGGGCTCTGTGGCGG(XCCCGAGGAGGAGGACACAGACCCCCG 

EKPQGSVAAPEEEDTDPRRLVGLLRQHSSPWGVYGFVRAC 
KTimGGCTGGTGTOGGCCTCTGGGGCm 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEL 
GACGTGM^ 

TWKUSVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHffL 
GATGAGTGTGTA01TCGTCGAGCTGCTWS3GTCmCTmATGTWra 

y S V Y V VELLRSFFYVTETTFQKNRLFFYRKSVWSKLOSIG 



Fig. 11B 
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IRQHLKRVQLRELSEAEVRQHREABPALLTSRLRFIPKPD 



GTGGCT6TGCTTTGGTTTMCTTCCTTTTTAACCA6AA 
VAVLWFTFLFNQK 



GLRPIVNUDYVVGARTFRREKR PSVSFRG* 

Fig. UC 

Truncated protein 2 

ATGCCQCGMCTCCC^ 

• - •- — - UPRAPRCRAVRSLLRSHTREVLPLATFV 

• • » * ' 

RRLGPQ6WRLVQRG0PAAFRALVAQCLVCVPW0ARPPPAA 
CC(XTCCnCCGCCAGGTGTCCTGCCTGAAGGAGCTGGTG^CCCGAGTGCTC^ 

PSFRQVSCLKELVARVLQRLCERGAKNVLAFGFALLDGAR 
GGPPEAFTTSVRSYLPNTVTDALRGSGAWGLLLRRVGDDV 

KTGGncACCTGM^ 

LVHLLARCALFVLVAPSCAYQVCGPPLYQLGAATQARPPP 



HASGPRRRLGCERAWNHSVREAGVPLGLPAPGARRRGGSA 
CAGCCGAAGTCTGCCGTTGWXMGAGGCCCAGGCGTGGCGCTGCCCCTG^ 

S R S L P L P K R P R R 6 A A P E P E R T P V G 0 6 3 I A H P G R T R G P S 0 R 
TGGmCTGTGTGGTGTM^ 

GFCVVSPARPAEEATSLEGALSGTRHSHPSVGRQHHAGPP 

i t * • * 

ATCCAWTCQMGCCACCAMTCCCTGGGAC^^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 

Fig. 11D 
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PCI7US98/13835 



CTCTCTGAGGW^ 

SLRPSLTGARRLVETIFLGSRPWyPGTPRRLPRLPQRYWQ 
MlGCGGCCCCTl^^ 

URPLFLELLGNHAQCPYGVLLKTHCPLRAAVTPAAGVCAR 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVBAC 

(XTGCGCCGGCTISGraOTGGKK 

LRRLVPPGLW6SRHNERRFLRNTKKFISLGKHAKLSL0EL 
6AKTG(3AAGM(iAG^ 

TWKMSVROCAWLRRSPGVGCVPAAEHR LREEI LAKFLHWL 
MTGTGTAIMmTGM^^ 

usvyvvellrsffyvtettfqknrlffyrksvwsklqsig 
wtwgacagcacngaagagggtgcagctsxg^ 

irqhlkrvqlrelseaevrqhrearpalltsrlrfipkpd 
cgggctgcgkxg/vngtgmcatggactamtcgtgggagccagaac^ 

glrpivnhdyvvgartfrrekraerltsrvkalfsvlnye 
(mcggcimw 

r a r r p 6 l l g a s v l g l d d i h r a i r t f v l r v r a 0 d p p p e l y f 
tgtcaaggtgWgti^got 

v k v 0 v t g a y d t i p q d r l t e v i a 8 i i k p q n t y c v r r y a v v q 

GAAGGCCGCCXMTGGGCACGTCXXiCMGGCCnCAAGAGCCAC 
KAAHGHVRKAFKS 

GTCCTACGTCCAGTG 
V L R P V 

P G D P A G L H P L H A A L Q P V L R R H G E 0 A V C G 0 S A G R A A P A F V G 
TGATnCnGnGGTGAG^ 



Fig. HE 
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Reference protein 

HetProArgAlaProArgCysArgAlaValArgSerLeuLeuArgSerHisTyrArgGlu 20 

GTGCTGCCGCTIM 1» 

ValLeuProLeuAlaThrPheValArgArgLeuGlyProGlnGlyTrpArgLeyValGln 40 

ArgGlyAspProAlaAlaPtieArgAlaLeuValAlaGlnCysLeuValCysValProTrp 60 

WOMBM^^ 240 

AspAlaArgProProProAlaAlaProSerPheArgGlnValSerCysLeuLysGluLeu 80 

GTISGCCCGAGTGCTC^ 300 

ValAlaArgValLeuGlnArgLeuCysGluArgGlyAlaLysAsnValLeuAlaPheGly 100 

TTWCKIBnBW^ 360 

PheAlaLeuLeuAspGlyAlaArgGlyGlyProProGluAlaPheThrThrSerValArg 120 

AGCTACCTHECAAl!^ 420 

Serf yrLeuPro^n^rValThrAspAlaLeuArgGlySerGlyAlaTrpGlyLeuLeu 140 

nGCGCCGCGT6GGC6AC6ACGTGCTGSnCACCTGCTGGCA(^CTGCGCGCTCTTT 480 

LeuArgArgValGlyAspAspValLeuValHisLeuLeuAlaArgCysAlaLeuPheVal 160 

CTG6T6CCTCXXlAGCT6(Xj(X;TACCAGGT6TGCG(MCC6CC^CTGTACCA6CTCGfiCGCT 540 

LeuValAlaProSerCysAlaTyrGlnValCysGlyProProLeuTyrGlnLeuGlyAla 180 

G(X^CTCAGGC(X^GC(XCCGCCACACGCTAGTGGACCCCGAAGGCGTCTGGGATGCGAA 600 

AlaTlirGlnAlaArgProProProHisAlaSerGlyProArgArgArgLeiiGlyCysGlu 200 

CfifiGCnBW^^^ 660 

ArgAlaTrpAsnHisSerValArgGluAlaGlyValProLeuGlyLeuProAlaProGly 220 

GCGAGGAGGC6CGGGGGCAQTGCCAGCCGMGTCTGC(^n6CCCAAGAGGCCW 720 

AlaArgArgArgGlyGlySerAlaSerArgSerLeuProLeuProLysArgProArgArg 240 

GGCGCTGCCCCTGAGCCGWGCGGACGCCWinGG^ 780 

GlyAlaAlaProGluProGluArgThrProValGlyGlnGlySerTrpAlaHisProGly 260 

ArgThrArgGlyProSerAspArgGlyPheCysValValSerProAlaArgProAlaGlu 280 

GAAGCCACCTCmiSGAGOT 9M 

GluAlaThrSerLeuGluGlyAlaLeuSerGlyThrArgHisSerHisProSerValGly 300 

ArgGlnHisHisAlaGlyProProSerThrSerArgProProArgProTrpAspThrPro 320 
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TGTOmGGTCTAtm^ 1020 

CysProProValTyrAlaGluThrLysHisPheLeuTyrSerSerGlyAspLysGluGln 340 

CTG(MGCCCTCCTTCCTACTCA6CTCTCTGAGKCCA6CCTGACTGGCGCTC(^AGQCTC 1080 

LeuArgProSerPheLeuLeuSerSerLeuArgProSerLeuThrGIyAlaArgArgLeu 360 

GTGGAGACCATCm^GGGnCWGGCMTTO 1140 

ValGluThrllePheLeuGlySerArgProTrfflletProGlyThrPrcArgArgLeuPro 380 

CGCCTGCCCCAGC^^^ 1200 

ArgLeoProGlnArgTyrTrpGlnMetArgProLeuPheLeuGluLeuLeuGlyAsnHis 400 

GCGCAGTGCCCCTACGG6GTGCTCCTWAGA(^1ACTGCCC6CTGCGAG^ 1260 

AlaGlnCysProTyrGlyValLeuLeuLysThrHisCysProLeuArgAlaAlaValThr 420 

C(^CAGCCGGTGTCTGTGCCCGGGAGAAG(X(XAGGGCTCTGTGGCGG^ 1320 

ProAlaAlaGlyValCysAlaArgGluLysProGlnGlySerValAlaAlaProGluGlu 440 

GAGGACACAC1ACCCCCGTCGCCTGGTGCAGCTGCTCCGCCAGCACAGCAGCCCCTGGCAG 1380 

GluAspThrAspProArgArgLeuValGlnLeuLeuArgGlnHisSerSerProTrpGln 460 

6TGTACGGCnCGT6(^^CTGCCTGCGCCGGCTGGTGC(XCCAGGCXTCT6GG6CTCC 1440 

ValTyrGlyPheValArgAlaCysLeuArgArgLeuValProProGlyLeuTrpGlySer 480 

AGGWCAAWCGIXGCnCCTCAGGWCArcAA^ 1500 

ArgHisAsnGluArgArgPheLeuArgAsnThrLysLysPhelleSerLeuGlyLysHis 500 

GCCAAGCTCT(^TGCAGGAGCTGACGTGGMGATGAGCGTGCGGGGCTGCGCn6GC 1560 

AlaLysLeuSerLeuGlnGluLeuThrTrpLysyetSerValArgAspCysAlaTrpLeu 520 

OGGAGCCWG(jGGTTGGCTGTGnC(M!GC^ 1620 

ArgArgSerProGlyValGlyCysValProAlaAlaGluHisArgLeuArgGluGluIle 540 

CTGGCWGnCCTGCACTGGCTGATGAGTGTGTAMTCGTCGAGCT6CT(y^TCTTTC 1680 

LeuAlaLysPheLeuHisTrpLeuHetSerValTyrValValGluLeyLeuArgSerPhe 560 

MATGTCAtmCCACGmCAA/^ 1740 

PheTyrValThrGMhrThrPheGlnLysAsnArgLeuPhePheTyrArgLysSerVal 580 

TGGAGWGnGCAMGMTGGMTCAl^ 1 800 

TrpSerLysLeuGlnSerlleGlylleArgGlnHisLeuLysArgValGMeuArgGlu 600 

CTGTCGGAAGCAGAGGTCAGGCAGCATCGGGMGCCAGGCCCGCCCTGCTGACGTCCAGA 1860 

LeuSerGluAlaGluValArgGlnHisArgGluAlaArgProAlaLeaLeuThrSerArg 620 

TOHCATIXimiETGAimTGimi^ 1920 

LeuArgPhelleProLysProAspGlyLeuArgProIleValAsnlletAspTyrValVal 640 
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m,ikw^^mmwimMmimmnM&tt 1 9so 

GlyAlaArgThrPheArgArgGluLysArgAlaGluArgLeuThrSerArgValLysAla 660 

CTGTTCAG{^TGCTCMCTAC(iAGCGGGCGCGGC(K;CCCGGCCTCCTGGQC6CCTCTGTG 2040 

LeuPheSerValLeuAsnTyrGluArgAlaArgArgProGlyLeuLeuGlyAlaSerVal 680 

CIBJBmiy»TAl^^ 2100 

LeuGlyLeuAspAspIleHisArgAlaTrpArgThrPheValLeuArgValArgAlaGln 700 

wraaracm 2160 

AspProProProGluLeuTyrPheValLysValAspValThrGlyAlaTyrAspThrlle 720 

IXCCAGGACAGGCTWt^GGTCATIECAGCATCATC^ 2220 

ProGlnAspArgLeuThrGluVallleAiaSerllelleLysProGlnAsnThrTyrCys 740 

GTGCGTCGGTATGCCGTGGTCCAGAAGG(X^CCCATGGG(^CGTCCGCMGG(X^ 2280 

ValArgArgTyrAlaValValGlnLysAlaAlaHisGlyHisValArgLysAlaPtieLys 760 

AGWCGTCTCTAIXTTCACAGACCTCCAI^TAOT 2340 

~ SerHisValSerThrLeuTlirAspLeuGlnProTyrlletArgGlnPheValAlaHisLeu 780 

WHGAttlfira 2400 

GlnGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeuAsnGlu 800 

GC(^AGTG^TCnCGAWTCnCCTACGCnCATGTG(XACCMXl^TGCGCATC 2460 

AlaSerSerGlyLeuPheAspValPheLeuArgPheMetCysHisHisAlaValArglle 820 

AGGGGCAAGTCCTACGTCCAGTGCCAGGGGATCCCGCAGGGCTCCATCCTCTCCACGCTG 2520 

ArgGlyLysSerTyrValGlnCysGlnGlylleProGlnGlySerlleLeuSerThrLeu 840 

CTCTGCAGKTGTGCTAQKK^CATGGAGMCAAGCTGTnGCGGGGAnCGGCGGGAC 2580 

LeuCysSerLeuCysTyrGlyAspMetGluAsnLysLeuPheAlaGlylleArgArgAsp 860 

G^TGCTCCTGCGmGGTGGATGAmcnGnGGTGACACCTWCCTCACCCACG 2640 

GlyLeuLeuLeuArgLeuValAspAspPheLeuLeuValThrProHisLeuThrHisAla 880 

MCCnCCTMGGACKTGGTCI^GGTGTOTTGAGTATGGCTOT 2700 

LysThrPheLeuArgThrLeuValArgGlyValProGluTyrGlyCysValValAsnLeu 900 

(XaGAAGACAGTGGTGAACnCCCTGTAGAAGACGWGGCCCTGGGTGGCW^ 2760 

ArgLysThrValValAsnPtieProValGMspGliiAlaLeuGlyGlyThrAlaPlieVal 920 

WWGHifl^ 2820 

Gln«etProAlaHisGlyLeuPheProTrpCysGlyLeuLeuLeuAspThrArgTtirLeu 940 

GAGGTG£AGAGCGACTACTCCAGCTATGCCCGGACCTCCATCAGAGCCAGTCT(^(XTTC 2880 

GluValGlnSerAspTyrSerSerTyrAlaArgThrSerlleArgAlaSerLeuTtirPhe 960 

SUBSTITUTE SHEET (RULE 26) 



WO 99/01560 

25/68 



AAKOTTTWGGCTO 2940 

AsnArgQlyPheLysAlaGlyArgAsnMetArgArgLysLeuPheGlyValLeuArgLeu 980 

AAGIGT(^WCCTGTnCTGGATn6C/^TSAACAKCTCCAGACGGT6T6CACCAAC 3000 

LysCysHisSerLeuPheLeuAspLeuGlnValAsnSerLeuGlnThrValCysThrAsn 1000 

ATCIMMGATOTBTOnaiaW^ 3060 

IleTyrLysIleLeuLeuLeuGlnAlaTyrArgPheHisAlaCysValLeuGlnLeuPro 1020 

TTTCATCAGCAAGTnGGAAGAACCCCACATTTntXJTGMCGT^ 3120 

PheHisGlnGlnValTrpLysAsnProThrPliePheLeuArgVallleSerAspThrAls 1040 

TOOGTCTGCTACmATCXTBMAG^ 3180 

SerLeuCysTyrSerlleLeuLysAlaLysAsnAlaGlylletSerLeyGlyAlaLysGly 1060 

GCCGCC(SGCCCTCTG(^ 3240 

AlaAlaGlyProLeuProSerGluAlaValGlnTrpLeuCysHisGliiAlaPheLeyLeu 1080 

AAGCTWCTCGAWCCGTGTWCCTACGTGCCACTCCTGGGGTCACTCAGGACAGCCCAG 3300 

LysLeuThrArgHisArgValThrTyrVaiProLeuLeuGlySerLeuArgThrAlaGln 1100 

ACGCAGCTGAGTCGGAAGCTCCCGGGGACGACGCTGACTGCCCTGGAGGCCGCAGCCAAC 3360 

ThrGlnLeuSerArgLysLeuProGlyTtirThrLeuThrAlaLeuGluAlaAlaAlaAsn 1120 

CCGGCACTGCCCTCAGACTTCAAGACCATCCTGfiAC 3420 

ProAlaLeuProSerAspPheLysThrlleLeuAsp 1132 



Fig. Ill 
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Truncated protein 3 



ATTOGCGCTCCCCM 

UPRAPRCRAVRSLLRSHTREVLPLATFV 

R R L G P Q G W R L V Q R 6 D P A A F R A L V A Q C L V C V P I 0 A fi P P P A A 
aXCTCCTTCK^ 

PSFRQVSCLKEIVARVLQRLCERGAKNVLAFGFALLDGAR 

66PPEAFTTSVRSYLPNTVT0ALRGSGAWGLLLRRV6DDV 
GCTffinCAKTGCTffiWWGCGCTCmGTGCTW 

I V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L 6 A A T Q A R P P P 
AOTAGTGGAimi^ 

H A S G P R R R L G C E R A W N H S V R E A G V P I G L P A P G A R R R G G S A 
SflSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSDR 

« * i • • • « i • 

TOTCTGTGTI5GTGTWCCTGCCAGACCCGCCGAAGAAGK 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P S V G R 0 H H A G P P 
AT(»(Mm« 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQIRPSFLLS 
CTCTCTGAGGCCCAIj^ 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 

y R P L F L E L L G N H A Q C P Y G V I L K T H C P I R A A V T P A A G V C A R 
GGAGMGCCWGIjOT 

EKPQGSVAAPEEEOTDPRRLVQLLRGHSSPWGVYGFVRAC 
(WimGCTGGTGeC^ 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEL 
GACGTIiGMGATGAISGGT^^ 

TWKUSVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 
WTWGTGTGTACGTtra^ 

USVYVVELLRSFFYVTETTFQKNRLF FYRKSVWSKLQS IG 

Fig. 1U 
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I R Q H L K fi V Q L R E L S E A E V R Q H R E A B P A I L T S R L R F I P K P 0 
(OTGMMGTMM^ 

GLRPIVNHDYVVGARTFRREKRAERLTSRVKALFSVINYE 
GI^CGCGGCGOTK 

R A R R P G L L G A $ V l G L D D I H R A W R T F V L R V R A Q D P P P E I Y F 
TISTtWtSGTGGATGTGAIOTGCGTACGACACWT^ 

V K V D V T G A Y D T I P 0 0 R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 

KAAHGHVRKAFKSHVSTLTDLQPYMRQFVAHLQETSPLRD 
TGCCGTCGTCATC^^ 

A V V I E Q S S S L N E A S 3 G L F 0 V F L R F y C H H A V R I R G K S Y V Q C 

(MSGIMCCCIjI^ 

QGIPQGSILSTLLCSLCYGDMENKLFAGIRROGLLLRLVD 

D F L L V T P H L T H A K T F I R T I V R G V P E Y G C V V N L R K T V V N F P 
ITOIGAAGtfG^^ 

V E D E A L G G T A F V Q M P A H G L F P V C G L L L 0 T R T L E V Q S D Y S R 



GTGAKGCACCTMGGMGM 



TGCCACAfSGGTGCCCCTCGT^ 



Fig. UK 
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Altered C-terminus protein 

ATGCCGCG^^ 

HPRAPRCHAVRSLLRSHTREVLPLATFV 



CQQCQCCTGLmwwwvuww^w t »»»»w- — . 

R R L G P 0 G W R L V Q R G D P A A F R A L V A Q C L V C V P W D A R P P P A A 

(XXCTCCn^Wy^TGT(XJTGCCTGAAGGAGCTGGTGGCCCGAG 

P S F R Q V S C L K E L V A R V L 0 R I C E R G A K N V L A F G F A L L 0 G A R 



GGPPEAFTTSVRSYLPMTVTDALRGSGAW6LLLRRVG00V 

L V H L L A R C A L F V L V A P S C A Y 0 V C G P P L Y 0 L G A A T Q A R P P P 
AMCGCTAGTGGACCCC^^ 

HASGPRRRLGCERAWNHSVREAGVPLGLPAPGARRRGGSA 



S R S L P L P K R P R R G A A P E P E R T P V 6 Q G S W A H P G R T R G P S D R 

........ 

TISGTOTGTGTIjGTGTCAOT^ 

G F C V V 8 P A R P A E E A T S L E G A L S G T R H 3 H P S V G R 0 H H A G P P 
ATCttttTIMCGGCCACO^ 

S T S R P P R P I D T P C P P V Y A E T K H F L Y S S G D K E Q L R P S F L L S 
CTCTCTGAG^^ 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 
AATGCSSCCCCTG^^ 

y R P L F L E L L G H H A Q C P Y G V L L K T H C P L R A A V T P A A G V C A R 



EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWGVYGFVRAC 
(XT()CG(MGra 

LRRLVPPGLW6SRHNERRFLRNTKKFISLGKHAKLSLQEL 
GAIMGAAGATGAKGT^ 

T I K H S V R D C A H L R R S P G V G C V P A A E H R L R E E 1 L A K F L H 1 L 
GATGAGTGTGTACGT^ 

USVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 

• < • • ' 

mtcagacagWtgaagagggtgcagot^ 

IRQHIKRVQLRELSEAEVRQHREARPALLTSRLRFIPKPD 

Fig. 11L 
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(MTGCGranGTM 

glrpivnudyvv6artfrrekraerltsrvkalfsvlnye 

rarrpgllgasvlgldoihrawrtfvlrvraqdpppelyf 
tgtwggatgt^^ 

vkvdvt6aydtipqdrlteviasiikpqntycvrryavvq 
(jaagisccgcccatgieag^^ 

kaahghvrkafkshvstltdlqpyiirqfvahlqetsplro 
tgccgtcgtwtcgagc^ 

avvieqssslneassglfdvflrfuchhavrirgksyvqc 
(mmm^ggihot^ 

q g i p q g s i l s t l l c s l c y g d u e n k i f a g i r r d g l l l r l v d 

TMTncnGnGGTGACAKTCATO 

0 F L L V T P H L T H A K T F L R T L V R G V P E Y G C V V N L R K T V V N F P 
TGTMGMOTIM 

VEDEALGGTAFVQHPAHGLFPWCGLLLOTRTLEVQSDYSS 

, , < . . ■ i • t • • • 

CTATGCKGGAKTCMTCAGAGOT 

YARTSIRASLTFNRGFKAGRNHRRKLFGVLRLKCHSLFIO 
mGMlAAWTaAGAM^ 

LQVNSLQTVCTNIYKILLLQAYRFHACVLQLPFHGQVWKN 

. I i , ! » • 

CraATMOTGOTWM^^ 

PTFFLRVISDTASICYSILKAKNAE 



EENILVVTPAVLGS 

GGGACAGCCAGAGATGGWC0^C(XKAGA(^T(^GGTGT6GGCAGCTnCCQ^ 
GQPEHEPPRRPSGVGSFPVSPGRGVGLGL* 



Fig. 11M 
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WO99/01560 PCT/US98/13835 
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Protein that lacks motif A 

AlGCCSSfl^ 

HPRAPRCBAVRSLLRSKTREVLPIATFV 

• i i • 1 ' ' ' 

R R L G P 0 G I H L V Q R G D P A A F R A L V A Q C L V C V P I 0 A R P P P A A 
CCCCTCCTOAGGTGT(» 

PSFRQVSCLKELVARVLQRLCERGAKNVLAFGFALLD6AR 



GGPPEAFTTSVRSYLPNTVTDALRGS6AWGLLLRRVGDDV 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y D L G A A T Q A R P P P 

AtmCTAGT^CCt^CGTCTGGWTW 

H A 8 G P R R R I G C E R A 1 N H S V R E A G V P L G L P A P G A R R R G G 3 A 

IMiGAAGTCTKItMGC^^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHP6RTRGPSDR 
TGGTnCTGTGTGGTGTCACCTGCCAGACTCGCCGAAGAAGCCACCTCTTTGW 

G F C V V 8 P A R P A E E A T S L E G A L S G T R H S H P S V G R 0 H H A G P P 
ATXACATCGCGGCCACCACGTCCCTGGGACACGCCnGTCCCCCGGTGTAGGCCGAGACCAA 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 

, i » • 

CTCTCTGAGGCCCAGCCTMOT 

SLRPSLTGARRLVETIFLGSRPWUPGTPRRLPRLPQRYWG 
AATGCGGCCCCTGTTTCTGG^ 

URPLF LELLGNHAGCPYGVL LKTHCPLRAAVTPAAGVCAR 
GGAGAAGCCKASil^ 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVRAC 
CCTGMCCGGCTGGTGCCCCWGG^ 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEL 

gacgtssaagat(i^ 

twkhsvrdcawlrrspgv6cvpaaehrlreeilakflhwl 
gatgagtgtgtamcw 

ySVYVVELLRSFFYVTETTFQKNRLFFYRKSVHSXLQSIG 
IROHLKRVQLRELSEAEVRQHREARPALLTSRLRFIPKPD 

Fig. UN 
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GLRPIVNUDYVVGARTFRREKRAEALTSRVKALFSVLNYE 
ajBBGKCGafiCaXfifiCCTCCTSSSW^^ 

R A R R P G L L G A S V L G L D D I H R A V R T F V L R V R A 0 D P P P E L Y F 
TGTCAAG ' ' GAIMTMCGGAGGTCATCGCCAGCA 

V K D R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 
GAAGffiTOTGGGCACGTKGCMGGCOTCAAM 

K A A H G H V R K A F K S H V S T L T D L Q P Y y R Q F V A H L Q E T S P L R D 
TGCC6TMTCATC6A6CA6AGCTCCTCCCT6AAT6AGGCCAGCAGTG6CCTCnCW 

A V V I E Q S S S L N E A S S G L F D V F L R F V C H H A V R I R G K S Y V 0 C 
ttAGGGGATCim^ 

Q G I P Q G S I L S T L L C S L C Y G D H E N K L F A G I R R D G L L L R I V 0 
MTTCTTBTTOIW^^ 

0 F L L V T P H L T H A K T F L R T L V R G V P E Y G C V V H L A K T V V N F P 
TGTAGWGA(M>GCCCTGffi^ 

V E 0 E A L G G T A F V 0 y P A H G L F P W C G L L L D T R T L E V Q S D Y S S 
CTATGCOTCCTCOT^ 

V A R T S I R A S I T F H R G F K A G R N H R R K I F G V L R L K C H S L F L 0 
TTCSCAGGTMACAGKTCCM 

L Q V N S L 0 T V C T N I Y K I L L L Q A Y R F H A C V L Q L P F N Q Q V I K N 
OCCACATTTTOIW^ 

P T F F L R V I S 0 T A S L C Y S I L K A K N A G y S L G A K G A A G P L P S E 
(SGCCGTGCAGTGGCTGTI^ 

AVQILCHQAFLIKLTRHRVTYVPILGSLRTAQTQLSRKLP 

GGGGACGACGCTGACTGCCCTGGAGGCCGCAGtXAACCCGGCACTGCCCTCWlACn 
GTTITALEAAANPALPSDFKTILD 

CTGTWCG(WSIETCTACGT(^AGGGAGGGA 

* » » i • • i • * 

GAGTGTCCGGCTGAGM^ 
(MCCTSjgWcTGG^ 

AATACTGAATATATGAGTTTTTCAGTTTTGA Fig. 110 
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32/68 

Truncated protein that lacks motif A 

yPRAPRCRAVRSlLRSKTREYLPLATFV 



CGGCGCC i guuuvwvrvuuuv i wwv— v . — . — ii 

R fi L G P Q G I R L V 0 R G D P A A F R A L V A Q C L V C V P I D A I P F P A A 



PSFRQVSCLKELVARVIQRLCERGAKNVIAFGFAIIDGAR 
(fflGGGCCM^ 

G G P P E A F T T S V R S Y L P N T V T 0 A L R G S G A » G L L L R R V G D 0 V 
L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y 0 L G A A T Q A R P P P 



ACACGCTAGTGGACUwunnwMww . v . ««w — 

H A S G P R R R L G C E R A « M H S V R E A G V P L G L P A P G A R R R G G S A 



SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSOR 
GFCVVSPARPAEEATSLEGALSGTRHSHPSVGRQHHAGPP 

• • * * 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 
CTCTCTGAGgW^ 

SLRPSLTGARRLVETIFLGSRPWUPGTPRRLPRLPQRYWQ 
AATGCGGCCC^TTTCTGGAGCTGCTTQGGAA^ 

URPLFLELLGNHAQCPYGVLLKTHCP LRAAVT PAAGVCAR 



E K P 0 G S V A A P E E E D T D P R R L V 0 I I R Q H S S P I Q V Y G F V R A C 

(WMGGTGCt^^ 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEl 



TWKUSVR DCAWLRRSPGVGCV PAAEHRLRE E I LAKFLHWL 

* • i ' ' 

GATGAGTCTGTACGT^ 

y S V Y V V E L L R S F F Y V T E T T F 0 K N R L F F Y R K S V 1 S K I 0 S I G 



IR*QHLKRVQLRELSEAEVRQH R EAR PALLTS RLRFI PKPD 

Fig. HP 
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CGGGCTGCGGCf^T^ 

G L R P I V N y 0 Y V V G A R T F R R E K R A E R L T S R V K A L F S V I N Y E 
GCGGGCGCGGTO 

RARRPGLLGASVLGLDDIHRAWHTFVLRVRAQDPPPELYF 
TGTCAAG ' GACAGSMGGAGGTCATCGCCAG^ 

V K D R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 

GAAGGCCG(OT(5G6MCGTC^ 

K A A H G H V R K A F K S H V S T L T D I Q P Y II R Q F V A H L Q E T S P I R 0 
TGCCGTCGTCMC^^ 

AVVIEQSSSLNEASSGLFDVFLRFHCHHAVRIRGKSYVQC 
CCAGG(MCCCGCA(^ 

QGIPQGSILSTLLCSLCYGOMENKLFAGIRRDGLLLRLVO 
TGATTTCnGnGGTGAWCCTCACCTCACCCACGWWAMCCn 

D F L L V T P H L T H A K T F L R T L V R G V P E Y G C V V N L R K T V V N F P 
VEDEALGGTAFVQHPAHGLFPWCGILLDTRTLEVQSDYSR 



GTGAGCGCACCTGGCCGGAAGTGGAGCCTGTGCCCGGCTGGGGCAGGTGCTGCTGCAGGGCCGnGCGTC^ 

* 

TGCMIJAGGGTISOTTO 



Fig. HQ 
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Lacks motif A and altered C-terminus 

ATG(^GCGCTCCCC6C!(^^ 

IIPRAPRCRAVRSLLSSHTREVLPLATFV 

MCTGGGGtraOT 

RRLGPQGWRLVQRGDPAAFRALVAQCIVCVPBDARPPPAA 
CimCCnCCGCWGTKTGCCTGAAISGAW 

P S F R Q V S C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L D G A R 
(MCttCIMGCra^ 

6GPPEAFTTSVRSYLPNTVTDALR6SGAWGLLLRRV6DDV 
GCTGGnCACCTGCTIEAOT 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T 0 A R P P P 
AWCTAGTGGACCOXjAAGGCGTCTGW 

H A 3 G P R R R I G C E R A W N H S V R E A G V P L G L P A P G A R R R G G S A 
(mGAAGTCTGOTGTO^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSOR 
TGTOGTGTGGTGM^ 

G F C V V S P A R P A E E A T S L E G A L S G T R H 3 H P S V G R Q H H A G P P 
ATWCATCG(mm(^CCCTGGWCAC(SOTGTTO 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 

t ********** * 

CTCTCTGAGGCCCAGCCTGACTGGCGCTCGGAGGCTCGTGGAGACCATCTTTCTGG^ 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 
AATGCGGCCKJTGTTTCTGGAGCTGCnGGGMWACGCGCAGTGCCCCTACGG^ 

y R P L F L E L L G N H A Q C P Y G V L I K T H C P L R A A V T P A A G V C A R 
GGA6MGCCCCAGGGCTCTGTGGCGGCCCCCGWK1AGGAGGACACAW 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVRAC 
KTGCG(XGGCTGGTG(XCCCAG(^ 

LRRLVPPGIKGSRHNERRFLRNTKKFISIGKHAKISLQEI 
GACGTGGMMTGAlHffiTC^ 

T If K U S V R D C A W L R R 3 P G V G C V P A A E H R L R E E I L A K F L H I L 

• • * • i • * • 1 ' 

GATMGTAMTim^ 

USVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 
MTWGACAGCACHGAAW 

1 R Q H L K R V Q I R E L 3 E A E V R Q H R E A R P A L L T S R L R F I P K P 0 

Fig. JIB 
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CGGGCTGCGGCOT 

6LRPIVNUDYVVGARTFRREKRAERLTSRVKALFSVLNYE 
GCGGGCGCGGCKCCCGGttTCCTGGGCGCCTCTGTGCTffi 

RARRP6LLGASVLGLDDIHHAWRTFVLRVRAQDPPPELYF 
TGTCAAG GAIMfflMiAGGTMTTO 

V K D R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 

K A A H G H V R K A F K S H V S T L T D L Q P Y y R Q F V A H L 0 E T S P L R 0 
TGCMTCGTCATCGAGCAGAOT^ 

A V V I E Q S S S L N E A S S G L F 0 V F L R F I C H H A V R I R G K S Y V Q C 
OCMSfiGHCCCeCMBBCmi^^ 

QGIPQGSILSTLLCSLCYGOHENKLFAGIRROGLLLRLVO 
TGAmcnGHGGTGAMimm 

DFLLVTPHLTHAKTFLRTIVRGVPEYGCVVNLRKTVVNFP 
TGTAGAAGAIBAGIjCCCT^ 

V E D E A L G G T A F V 0 I P A H G L F P V C G L L L D T R T L E V Q S D Y S S 

CTATG(£CGto(nC(MMM 

YARTSIRASLTFNRGFKAGRNHRRKLFGVLRLKCHSLFLD 

« * * i ♦ • • • • • • * 

THGCAGGTGMCAIMCIMOT 

L Q V N S L 0 T V C T N I Y K I L L L Q A Y R F H A C V L Q L P F H Q 0 V I K N 



■ * • i * 

CCCMCATTTntnGCOT 

PTFFLRVISDTASLCYSllKAKNAE 

CCGAAGAAAACATTTCTGTCGTGACTCCTGCGGTGCTTGG6TC 
EENILVVTPAVLGS 

fiSMCAfiCCI^ 

GQPEHEPPRRPSGVGSFPVSPGRGVGLGL* 



Fig. US 
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N-terminal truncated telomerase (ver. 2) 

ATGCC6CGCGCTCCCC6CT6CCGA6CCGT6CGCT(XCTGCTGCGCAGCCACTACC 
MPRAPRCRAVRSLLRSHTHEVLPLATFV 



RRLGPQGWRLVQRGDPAAFRALVAQCLVCVPWDARPPPAA 



GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 

A S P G S A S G V G * G R P G G T S 0 II R R A A 0 A T Q G A S P A G 
PPRGRRPAGVE6GR6EPATCGEQRRRLRALPPQV 

i 

CttCTCCnCCGCCAGGTGTCCTGCCTGMGGAGCTGGTGGtXCGAGTGCTGW 

P S F R 0 V S C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L D G A R 
CMTOGGOT^^ 

G G P P E A F T T S V R S Y L P N T V T D A L R G 3 G A W G L L L R R V G 0 0 V 

• * 1 

GCTGGnCAMGG^ 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T Q A R P P P 



ACACGCTAG.«-,w„w-. — ^ « - , 

HASGPRRRLGCERAWNHSVREAGVPLGLPAPGARRRGGSA 

(MMGTCT(OTm^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSOR 

• • * ' 

T(OTGTGTGGTGTM« 

G F C VV 8 P A R P A E E A T S L E G A L S G T R H S H P S V G R Q H H A G P P 
AT(XACAT(EGGCCAC(^ 

STSRPPRPWOTPCPPVYAETKHFIYSSGDKEQLRPSFLLS 
CTCTCTGAGG^ 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 
AATMKKTGnTCTG^ 

HRPLFIELLGNHAOCPYGVILKTHCPLRAAVTPAAGVCAR 
(BAGAAGCCCCAGGGC^^ 

EKPGGSVAAPEEEOTDPRRLVQLLRQHSSPWQVYGFVRAC 

* • * * 1 

CCTGCGCCGffiTQGTGCCCCCAGGCCTCTGGGGCTWy^ 

L R RLV P P6LWGSRHNERRFLRNTKKF I SLGKHAKLSLQEL 

i • ' ' 

GAMTGGAAWTGAGCGTGCGGGACTKIGCnGGCTG^ 

TWKUSVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 

Fig. HT 
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• t « • * * * 
USVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 

AAT--iN-'(iACAGTCA!M^ 

CATGGGTGGACGTGGttCCGGGCATGliC^^ 

GCTGAGCAAGCCTCCTGAGGGGCTCTCTATTG. 

Fig. 11U 



Truncated protein 1 (ver. 2) 

ATGCCGCGCGCTCOT 

HPRAPRCRAVRSLLRSHTREVLPLATFV 

lit*'' 

RRL6PQ6WRLVQRSDPAAFRALVAQCLVCVPWDARPPPAA 



G^CCCCGGGGTMM^ 

GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 

A S P G S A S G I G 1 G R P G G T S 0 I R R A A Q A T Q G A S P A G 
P P R G R R P A G V E G G R G E P A T C G E 0 R R R L R A L P P Q V 

ttKT(XnCCGKAGGTGTOT(SCCTGAAGffl 

P S F R Q V S C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L D G A R 

GGPPEAFTTSVRSYLPNTVTDALRGSGAWGLLLRRVGDDV 
ttTGGMGCTGGra 

L V H L L A R C A L F V L V A P 8 C A Y Q V C G P P L Y Q L G A A T 0 A R P P P 
ACACGCTAGTGGACCCCGAAGGCGTCTGGGATGCGMCGGGIXJTGGAA 

HASGPRRRLGCERAWNHSVREAGVPLGLPAP6ARRR6GSA 

til It** 1 * 

HGCCGAAGTM^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSIIAHPGRTRGPSDR 
TGGTTrCTGTGTGGTGTCACCTGCCAGACCCGCCGMGAAGCCACCTCTnGG^ 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P S V G R 0 H H A G P P 

Fig. 11V 
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ATGOTCGIOTraM 

UPRAPRCRAVRSLLRSHTREVLPLATFV 

IM!TGG(m« 

R R L G P Q G I R L V Q R G 0 P A A F R A L V A Q C L V C V P I D A R P P P A A 



(SGCCraCCGGGGTCGGKTOTGGM^ 

GLPGVGVRLGIRAAGGNQRHAESSAGDSGRFPRR 
A S P G S A S G W G ' G R P G G T S D y R R A A Q A T Q G A S P A G 
PPRGRRPAGVEGGRGEPATCGEQRRRLRALPPQV 

| 

(^TOTimAGGTGTCM 

P S F R Q V S C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L 0 G A R 

GGPPEAFTTSVRSYLPNTVTOALRGSGAWGLLLRRVGDDV 
GCTGGTTCACCTCCTGGCACGCTGCGCGCTCTnGTGCTGGTGGCTWX^GCTGCGtt 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T Q A R P P P 
ACACGCTAGTGGACC(^^ 

H A S G P R R R L G C E R A I N H S V R E A G V P L G L P A P G A R R R G G S A 
CAKIMGTCTGOT^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSDR 
TGGTOTGTGTMTGTMKTGCCAM 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P S V G R Q H H A G P P 

if • i t i 

ATCCACATC^CCACC^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGOKEQLRPSFLLS 



Fig. 11W 
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WO 99/01560 39 ^g PCT/US98/1383S 

Truncated protein 2 (ver.2) 

ATGHSClHi^^ 

yPRAPRCRAVRSLLRSHTREVLPlATFV 
CGGCGCCTGGGG(mAGKCTGGCGGCT6GTGTO 

R R L G P Q G I R L V 0 R G D P A A F R A L V A Q C L V C V P I 0 A R P P P A A 



GGW!TOCCGGGGT03GCCT(XGGCTGGGGnGAG 

GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 

A S P G 3 A S G I G * G R P G G T S D U R R A A Q A T Q G A S P A G 
PPRGRRPAGVEGGRGEPATCGEQRRRLRALPPQV 

I 

MCniMGGTGTCCTGCCTGAAGGAOT 

P S F R Q V 8 C L K E L V A R V L Q R L C E R G A K N V L A F G F A L L D 6 A R 

i • t ■ 

(MGCtMWCCra 

G G P P E A F T T S V R S Y L P N T V T 0 A L R G S G A W G L L L R R V G D D V 
GCTGGnCAC^TGCTGGWKCTGCGCGCTCmGTM 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q I G A A T 0 A R P P P 

ACACIXITAGTGGAtt^ 

H A S G P R R R L G C E R A I N H S V R E A G V P L G L P A P G A R R R 6 G S A 
SRSLPLPKRPRRGAAPEPERTPVGQGSIfAHPGRTRGPSDR 

i « » i • • 

TGGTnCTGTGTKTGWCTG^ 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P S V G R Q H H A G P P 
ATCCAWTCWam^ 

STS RPPR PWDTPCPPVYAETKHFLYSS6DKEQLRPSFLLS 

. « • • • » • • 

CTCTCTGAKCCW^^ 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 
MTGCGGCCOTGTOGM 

II R P L F L E L L G N H A Q C P Y G V L L K T H C P L R A A V T P A A G V C A R 
EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVRAC 

i » * • ' 

CCTGCGCCGGCTGGTGCCCCCAGGCCTCTfflJGGCTCCAGGCACMCGW 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKL8LQEL 



Fig. 11X 
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TWKHSVRDCAWLRR SPGVGCVPAAEHR L RE E I LAKFLHWL 

■ • 

GATMTGTGTACGTCGTCG^ 

USVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 

aatwgacagWgaagagggtgcagctgc« 

IRQHLKRVQLRELSEAEVRQHREARPALLTSRLRFIPKPO 

i « * * 

OfiGGCTGCGfiCCGATTGIG^ 

GLRPIVNIiDYVVGARTFRREKRAERLTSRVKALFSVLNYE 
R A R R P G L L G A S V L G L D D I H R A I R T F V L R V R A Q D P P P £ I Y F 

tgtcmggtgWgtcn^ 

v k v d f t g a y 0 t 1 p q d r l t e v i a s i i k p 0 n t y c v r r y-a v v 0 

gaaggccgcccatgggcacgtccgcaaggccttcmgagccac 
kaahghvrkafksh 

' gtcctacgtccagtg 

V L R P V 

P G D P A G L H P L H A A L Q P V L R R H G E Q A V C G 0 S A G R A A P A F V G 
TGATnCTTCTTGGTGWCAKTCACCTGAGOCWMCGAAM 



Fig. 11Y 
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Reference protein (ver 



2) 



AIGCCGC&XCTCCmCTGCa^GCCGTGCGCTCCCTGCTGCGCAGCCACTACCGCOAG 60 

HetProArgAlaProArgCysArgAlaVaWrgSerLeuLeuArgSerHisTyrArgGlu 20 

GIGCTGCCKTffiCWCGnCGTKGGCGCCTGGGGKCCAGGGCT&GCraTGGTGCAG 120 

ValLeuProLeuAlaThrPheValArgArgLeuGlyProGlnGlyTrpArgLeuValGln 40 

CGttCCCffiraCmCCGCGCGCTGGTGGCCCAGTGCCTGGTGTGWTimTGG 180 

ArgtUyAspProAlaUaPheArgAlaLeuValAlaGlnCysLeuValCysValProTrp 60 

AspAlaArgProProProAlaAlaProSerPheArgGlnVal 
GGCCTKCCGGGGTCGGCGTCCGGCTGGGGnGAGGGOKjCCGQGGGGAACW 

GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 

A S P G S A S G I G * G R P G G T S 0 li B R A A Q A T 0 G A S P A G 
PPRGRRPAGVEGGRGEPATCGEQRRRLRALPPQV 

TCCTGCCTGAAG6AGCTG 240 
SerCysLeuLysGMeu 80 

GTKCCCKGTffiTMGCTGIG^GCGCGGCG^GV.CGIGCTGGCCnCGGC 300 

ValAlaArgValLeuGInArgLeuCysGluArgGlyAlaLysAsnValLeuAlaPheGly 100 

nCGCGCTGCTGGACGGGGCCCGCGGGGGWXCCCCGAGGCCTTCACCACCAG^ 360 

PheAlaLeuLeuAspGlyAlaArgGlyGlyProProGluAlaPheThrThrSerValArg 120 

AMTGCtmWM 420 

SerTyrLeuProAsnThrValThrAspAlaLeuArgGlySerGlyAlaTrpGlyleuLeu 1 40 

HG(^CGTGQ(mCGACGTGCTGGnCAKTGCT(^ACGCTGCGCGCTCTnGTG 480 

LeuArgArgValGlyAspAspValLeuValHisLeuLeuAlaArgCysAlaLeuPheVal 160 

CTKTGGCTCCGAGCTGCGCCIACWGGTGTGCGGGCCGCCGCTGTACCAGCTCGGCGCT 540 

LeuValAlaProSerCysAlaTyrGlnValCysGlyProProLeuTyrGlnLeuGlyAla 180 

GCCACTCA,GGCCIXGCCCCCGCCACACGCTAGT(^Ca^G^TCTGGGATGaiA 600 

AlaThrGlnAlaArgProProProHisAlaSerGlyProArgArgArgLeuGlyCysGlu 200 

QKMCCTGGAACCATAGCGTCAGGGAGG CCGGGGTCC(XCTGGGCCTGCCAGCCCCGGGT 660 

ArgAlaTrpAsnHisSerValArgGluAlaGlyValProLeuGlyLeuProAlaProGly 220 

(GCaAQOi£"3CG(^G{^AGIGCCAGCCaWGTCTGCCGnGCCCAiWGGCCCAGG^T 720 

AlaArgArgArgGlyGlySerAiaSerArgSerLeuProLeuProLysArgProArgArg 240 

GGCGCTKCCCTGAGC(XKiAGCXyiA&jC^ 780 

GlyAlaAlaProGluProGluArgTlirProValGlyGlnGlySerTrpAlaHisProGly 260 



Fig. HZ 



SUBSTITUTE SHEET (RULE 26) 




WO 99/01560 

42/68 



AGGACGCGT^^ 840 

ArgThrArgGlyProSerAspArgGlyPheCysValValSerProAlaArgProAlaGlu 280 

(2AAGCCACCTCTnGGftGG6TGCGCTCTCTG6CAC6(X^ 900 

GluAlaThrSerLeuGluGlyAlaLeuSerGlyThrArgHisSerHisProSerValGly 300 

ArgGlnHisHisAlaGlyProProSerThrSerArgProProArgProTrpAspThrPro 320 

TGTCOTTGTA^^ 1020 

CysProProValTyrAlaGluThrLysHisPheLeuTyrSerSerGlyAspLysGluGln 340 

CT(«!T(m(OT« 1080 

LeuArgProSerPheLeuLeuSerSerLeuArgProSerLeuThrGlyAlaArgArgLeu 360 

GTGGAGAW^TCTTTCTGffinCCAGGCCCTGGATGKAGG^ 1140 

ValGluThrllePheLeuGlySerArgProTrpMetProGlyThrProArgArgLeuPro 380 

CfOTmAGOTimAMM^ 1200 

ArgLeuProGlMrgTyrTrpGlnlietArgProLeuPheLeuGluLeuLeuGlyAsnHis 400 

MTGCCCCTA^GW 1260 

AlaGlnCysProTyrGlyValLeuLeuLysThrHisCysProLeuArgAlaAlaValThr 420 

CCAGCAGCCGGTGTCT^^^ 1320 

ProAlaAlaGlyValCysAlaArgGluLysProGlnGlySerValAlaAlaProGluGlu 440 

6AGGACACAGACCCCCGTCGCCTGGT6CA6CTGCTCC6(X^GCACAGCAG(XCCTGGCAG 1380 

GluAspThrAspProArgArgLeuValGlnLeuLeuArgGlnHisSerSerProTrpGln 460 

GTGTA(^GCTTWTGCGGGX^TGCCTGCGCCGGCT6GTGCCCCCAGGCCTCTGGGGCTCC 1440 

ValTyrGlyPheVaWrgAlaCysLeuArgArgLeuValProProGlyLeuTrpGlySer 480 

AGGCACMimimnCCTCAGQAAWC^ 1500 

ArgHisAsnGluArgArgPheLeuArgAsnThrLysLysPhelleSerLeuGlyLysHis 500 

GC(M!TCTCGCTK!A^ 1560 

AlaLysleuSerLeuGlnGluLeuThrTrpLysHetSerValArgAspCysAlaTrpLeu 520 

$CA(MXCAftj(X>ro 1620 

ArgArgSerProGlyValGlyCysValProAlaAlaGluHisArgLeuArgGluGluIle 540 

CTGGCCAAGnCCTG(%TGGCTGATGAGTGTGTACGTCGTCGAGCTGCTC^ 1680 

LeuAlaLysPtieLeuHisTrpLeuHetSerVallyrValValGluLeuLeuArgSerPtie 560 

MATGTCWXffllGAKACGTnt^AAAGMWG^ 1740 

PheTyrValThrGluMhrPheGlnLysAsnArgLeuPhePheTyrArgLysSerVal 580 



SUBSTITUTE SHEET (RULE 26) 



PCT/US98/13835 

! 



Fig. UAA 




WO 99/01560 

43/68 



TGQAGCAAOT^ 1800 

TrpSerLysLeuGlnSerlleGlylleArgGlnHisLeuLysArgValGlnLeuArgGlu 600 

CTGTCGGAAGCAGAGGTCAGQCAGCATCGG6AAGCCAGGCCCGCC CTGCTGACGTCCAQA 1860 

LeuSerGluAlaGluValArgGlnHisArgGluAlaArgProAlaLeuLeuThrSerArg 620 

CTcircncATc^GM^ 1920 

LeuArgPhelleProLysProAspGlyLeuArgPro I leValAsnMetAspTy rValVal 640 

GlyAlaArgThrPheArgArgGluLysArgAlaGluArgLeuThrSerArgValLysAla 660 

CTGnWGaTGCTCAACTACGAGCGGGITOCGC 2040 

LeuPheSerValLeuAsnTyrGluArgAlaArgArgProGlyLeuLeuGlyAlaSerVal 680 

CTGGGCCTI^ 2100 

LeuQlyLeuAspAspIleHisArgAlaTrpArgThrPheValLeuArgValArgAlaGln 700 

GAKCGCCIjCCTW 2160 
AspProProProGluLeuTyrPheValLysValAspValThrGlyAlaTyrAspThrlle 720 

OTSGAMTI^^ 2220 
ProGlnAspArgLeuThrGluVallleAlaSerllellelysProGlnAsnThrTyrCys 740 

GTGCGTCGGTATGrcGTGGTCCAGMGG(XGC(XATGGGCA(XiTCCGCAAGGCCTTCAAG 2280 
ValArgArgTyrAlaValValGlnLysAlaAlaHisGlyHisValAroLysAlaPheLys 760 

AfMGTCTCTACCnWWTCCAGCCGTACATGCMWGTO 2340 
SerHisValSerThrLeuThrAspLeyGlnProTyrMetArgGlnPheValAlaHisLeu 780 

(^GACCAGCKGCTGAM 2400 
GInGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeuAsnGlu 800 

GOMGG(XTCn(OT^ 2460 
AlaSerSerGlyLeuPheAspValPheLeuArgPheMetCysHisHisAlaValArglle 820 

AGGIIGCAAGTCCTMCC^ 2520 
ArgGlyLysSerTyrValGlnCysGlnGlylleProGlnGlySerlleLeuSerThrLeu 840 

CTCIGCMCCT6T^^ 2580 
LeuCysSerLeuCysTyrGlyAspUetGluAsnLysLeuPheAlaGlylleArgArgAsp 860 

GGGCTGCTCCTGMTnGGTGGATGATncnGnGGT6ACACCTCACCTCACC(^^ 2640 
GlyLeuLeuLeuArgLeuValAspAspPheLeuLeuValThrProHisLeuThrHisAla 880 

AAAWnttTQUMOT 2700 
LysTDrPheLeuArgThrLeuValArgGlyValProGluTyrGlyCysValValAsnLeu 900 
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(EGMGACAGTK^^ 2760 

ArgLysThrValValAsnPheProValGluAspGliiAlaLeuGlyGlyThrAlaPheVal 920 

(MGCtmCAWTATO 2820 

GlnUetProAlaHisGlyLeuPheProTrpCysGlyLeuLeuLeuAspThrArgMeu 940 

GAGGTKAGAG^ 2880 

GluValGlnSerAspTyrSerSerTyrAlaArgThrSerlleArgAlaSerieuThrPhe 960 

AACCGCGGOT£MGG« 2 9« 

AsnArgGlyPheLysAlaGlyArgAsnKetArgArgLysLeuPheGlyValLeuArgLey 980 

AACTGW(XOTCTGGAmGCA(iGTIMAGCCTM 3000 

LysCysHisSerLeuPheLeuAspLeuGlnValAsnSerLeuGlnThrValCysTtirAsn 1000 

ATCTA(^GATCCTW^GCTGCAG<K^TA(^TTTCACGCATGTGT6CT6CAGCTCCCA 3060 

IleTyiiysIleLeuLeuLeuGlnAlaTyrArgPheHisAlaCysValLeuGMeuPro 1020 

TTTCATCAGCAABTTTGGMWCCCWCATTTnCCT© 3120 

PheHisGlnGlnValTrpLysAsnProTlirPhePheLeiiArgVallleSerAspTtirAls 1040 

TCCCTCTGCTACTttAM^ 3180 

SeiieuCysTyrSerlleLeuLysAlaLysAsnAlaGlyMetSerLeuGlyAlaLysGly 1060 

GCCGCCGGCCCTCT6CCCTCCGAGGCCGTGCAGTGGCT6TGCCACCAA6CATTCCTGCTC 3240 

AlaAlaGlyProLeuProSerGluAlaValGlnTrpLeuCysHisGlnAlaPheLeuLeu 1080 

AAGCTGACTCGAiyWMMTGTCACCTACGTGCCACTCCTGGGGTCACTCAGGACAGCCCAG 3300 

LysLeuThrArgHisArgValThrTyrValProLeuLeuGlySerLeuArgThrAlaGln 1 100 

ACGCAGCT(3AGTQ5G/^CTKCra 3360 

ThrGlnLeuSerArgLysLeuProGlyThrThrLeuThrAlaLeuGluAlaAlaAlaAsn 1120 

CCGGCACTGCCCTCAGACTTCMGACCATCCTGGAC 3420 

ProAlaLeuProSerAspPheLysThrlleLeuAsp 1132 



PCT/US98/13835 



Fig. 11AC 
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Truncated protein 3 (ver. 2) 

ATGCCGCGCGCTCCCCKTGCGGAGCCGTGCGCTCCCTGCTGCC^ 

y P R A P R C B A V R S I L R S H T R E V L P I A T F V 
R R L G P 0 G I R L V Q R G 0 P A A F R A I V A 0 C L V C V P W 0 A R P P P A A 



GGCCTKCCGGGGTIOTOT 

6LPGV6VRLGLRAA6GN0RHAESSAGDSGSFPRR 
A S P G S A S G V G • G R P G G T S D y R R A A Q A T Q G A S P A G 
PPRGRRPAGVEGGRGEPATCGEQRRRLRALPPQV 

I 

PSFRQVSCLKELVARVLQRLCERGAKHVLAFGFALLDGAfl 

i>* || it* i • * 

GGPPEAFTTSVRSYLPNTVTDALRGS6AWGLLLRRVG0DV 

GCTanwcM^ 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T 0 A R P P P 

i * i i i • 1 1 1 ' 

AMKCTAGTGGA(XCC(M(OT 

HASGPRRRLGCERAWNHSVREAGVPL6LPAPGARRRG6SA 
CMCCGMGTTO 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSDR 
TGGTnCTGTGTGGTGTCACCTGCCAGACtH^CCGAAGAAGCCACCTCTnGGAGGGTGCGCTCTC^ 

GFCVVSPARPAEEATSLEGALSGTRHSHPSVGROHHAGPP 
ATCCACATCOTCCAI^ 

STSRPPRPWDTPCPPVYAETKHFIYSSGDKEQLRPSFILS 
CTCTCTISAGGCCI^^^ 

SLRPSLTGARRLVET I FLGSRPWUPGTPRRLPRLPORYWO 

, » t • * t i » • • • ' 

AATGCGGCttCTGTTOGGAO^ 

U R P L F L E L L G N H A Q C P Y G V L I K T R C P L R A A V T P A A G V C A R 

* • • * • i » * ' * * 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWOVYGFVRAC 
CCTGCGCCGGC^ 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEL 



Fig. HAD 
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GACMGM 

TWKBSVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 
GATGAGTGTGTACGTO^ 

USVYVVELLRSFFYVTETTFQKHRLFFYRKSVWSKLQSIG 

. i * • 

i l « • * ' ' ' 

MT^WHGAAIMTGWGCTamGCTGTM 

IRQHLKRVQLRELSEAEVRQHREARPALLTSRLRFIPKPD 
. 

CflSGCTGCGGCCIiAnGMOT^^ 

GLRPIVHIIDYVVGARTFRREKRAERLTSRVKALFSVLHYE 

« ■ • # • • 

GCGGISCGCGGCa^^ 

RARRPGLLGASVLGLDOIHRAWRTFVLRVRAQOPPPELYF 
TGTCAAGGTGGATGTGAQM^ 

V K V D V T G A Y D T I P Q D R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 
6AAGGCC(OTTGGGCACGTCCGCM(]^ 

, i.,A A H. G H..V R K A F K S H. V S T I T 0 L Q P Y y R Q F V A H I Q E T S .P L R D 

, t » • i • • 

TGCCGTCGTWCim^ 

AVV I EQSSSLHEAS SGLFDVF LRFHCH.HAVR I RGKSYVOC 

CCAGGGGATCtt^CAGGGCTCCATCCTCT^CGCTGCTCTGCAGCCTGTGCTACGK 

Q G I P Q G S I L S T L L C S L C Y G 0 H E N K L F A G I R R 0 G L L L R L V 0 

• » • • ' ' * * 

TGATTTCTTGTTGGTGACAKTCACCTCACCCACGCGA^ 

DFLLVTPHLTHAKTFLRTLVRGVPEYGCVVNLRKTVVHFP 
TBTAGAAGAGGftGGCCCTGKTGGCACGGCTTTTGn 

VEOEALGGTAFVQUPAHGLFPWCGLLLDTRTLEVOSOYSR 



GTGAGCGMCCIGGC^ 

i 

TGWACAGGGTGCCCCTCGTCCCATCTGGGGCTGAGCACAMTGCATCTnCTGTGGW 

Fig. 11AE 
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Altered C- terminus protein (ver. 2) 



TSCvXaAGCUTGCGCTCCCTGCT&CGCAGCCACTACGGUGAli&Tli 
■ PRAPRCRAVRSLLRSKTREVLPLATFV 

RRLSPQGWRLVQRGDPAAFRALVAQCLVCVPWDARPPPAA 



GGCCTCCCCGGGGTCGGCGTCCGGCTGGGGnGAGGGCGGCCGGGGGGAACCAGCGACATGCG^ 

G L P G V G V R L G L R A A G G N Q R H A E S S A G D S G R F P R R 
A S P G S A S G I G * G R P G G T S D 11 R R A A 0 A T 0 G A S P A G 
PPRGRRPAGVEGGRGEPATCGEORRRLRALPPQV 

BOTTOMS 

PSFRQVSCLKELVARVLQRLCERGAKNVLAFGFALLDGAR 

G G P P E A F T T S V R S Y L P N T V T D A L R G S G A W G L L L R R V G 0 0 V 
GCTGGnCAttTMTGM^ 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T Q A R P P P 
AMAGTGGAOmGGCGTCT^^ 

KAS6PRRRL6CERAWNHSVREA6VPLGLPAPGARRR6GSA 

CA!MMTCTGC(ffinGCC^ 

SRSLPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGPSDR 
TGGTTTCTGTGTGGTGTCACCTGCCAGACCCGCCGAAGAAGCCACCTCTTTGGAGGGTGCGC^ 

G F C V V S P A R P A E E A T S L E G A I S G T R H S H P S V G R Q H H A G P P 
ATMOTMMCW 

STSRPPRPWDTPCPPVYAETKHFIYSSGOKEQIRPSFILS 

SLRPSLTGARRLVETIFLGSRPWHPGTPRRLPRLPQRYWQ 
MTISCGIiCCCCTGTOTGM^^ 

II R P L F L E L L G N H A Q C P Y G V L I K T H C P L R A A V T P A A G V C A R 
GGAGAAGCa^ffiTCW^ 

EKPQGSVAAPEEEDTOPRRLVQLLRQHSSPWQVYGFVRAC 
CCTGCGCCGGCTGGTGCCCCCAGGCCTCTGGGGCTCCAGGCACMCGAACGCC^ 

L R R L V P P G L W G S R H N E R R F L R N T K K F I S L G K H A K I S I 0 E I 

GAffiTGGMGATGAGCGTIiTO 

T !f K y S V R D C A V L R R S P G V G C V P A A E H R L R E E I L A K F L H W L 

Fig. UAF 
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GACGTGGAAGATGAGIMjM 

TWKUSVRDCAWLRHSPGVGCVPAAEHRLflEEILAKFLHWL 
GATGAGTGTGTMT^ 

y S V Y V V E L L R S F F Y V T E T T F 0 K N R L F F Y R K S V V S K I Q S I G 

I R Q H L K R V Q L R E L S E A E V R Q H R E A R P A L L T S R L R F I P K P 0 
MGCGGCCGAHGTimTM^ 

GLRPIVNHDYVVGARTFRREKRAERLTSRVKALFSVINYE 
GIBSXGKGCe^^ 

R A R R P G L L G A S V I G L D 0 I H R A I R T F V L R V R A Q D P P P E I Y F 

TGMjGTgWgAOM 

V K V D V T G A Y 0 T I P Q D R L T E V I A S I I K P Q N T Y C V R R Y A V V Q 

KAAH6HVRKAFKSHVSTLTDLQPYIIRQFVAHLQETSPLRD 
TGMTCATCIJAG^^ 

A V V I E Q S S S L N E A S S G L F D V F L R F V C H H A V R I R G K S Y V 0 C 

* t * » • • 

OMiGATCC(Mj(ETO 

QGIPQGSILSTllCSLCYGDUENKlFAGIRRDGllLBLVD 

# • • • • ' 

TttTTTCTTGnGfi^ 

DFILVTPHLTHAKTFLRTLVRGVPEYGCVVNIRKTVVNFP 

V E 0 E A L G G T A F V 0 I P A H G L F P W C G I L L 0 T R T I E V Q S 0 Y S S 

» • • # » • • 

YARTSIRASITFNRGFKAGRNMRRKLFGVLRLKCHSLFID 

i • » * • 

mGWIJGTGAACAGIOT^ 

LQVNSLQTVCTN IYK I LLLQAYR FHACVLQLPFHQQVWKN 



raCATTTTOTGMA^^ 

PTFFIRVISDTASLCYSILKAKNAE 

I 

(XGMGMCAMTOTWCTCCTGCGGTGCTTGGGTC 
EENILVVTPAVLGS 

G Q P E y E P P R R P S G V G S F P V S P G R G V G L G L • j?jg^ H^Q 
SUBSTITUTE SHEET (RULE 26) 
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Protein that lacks motif A (ver. 2) 

ATGCCGCGCGCTH^ 

UPRAPRCRAVRSLLRSHTREVLPLATFV 
CGGCGCCTGGGGCCCCAGG6CTGGCGGCTGCTGCAGCGCGGGGACCCGG(^GCT^ 

R R I G P Q G W R I V Q R G D P A A F R A L V A Q C L V C V P W D A R P P P A A 



(mTTOGGTMrn 

GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 
ASPGSASGIG'GRPGGTSOURHAAQATQGASPAG 
PPRGRRPAGVEGGRGEPATCGEQflRflLRALPPQV 

t | * • ' • * * * • * * * 

CCCCTKnCCGCCAGGTGTCCTGCCTMGCM 

PSFRQVSCLKELVARVLQRLCERGAKHVLAFGFALLOGAR 
CGGG&SrcCCC^GGCCnCAXACCAGCGTGCGCAGCTAKTGCCCAACACGGTWCC^CK 

G G P P E A F T T S V R S Y L P I T V T D A L R G S G A V G I L L R R V G D 0 V 
GCTGGnCAttTGCTGGIW 

L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T Q A R P P P 
AMAGTGGAra^ 

H A S G P R R R L G C E R A I N H S V R E A G V P L G L P A P G A R R R G 6 S A 
Q\K!CGMGTCTGC(ffin^ 

S R S L P L P K R P R R G A A P E P E R T P V G 0 G S B A H P G R T R G P S D R 

t * * i » i . • * • • * 

TMTOTGTGTGGTGTCACCTGCCAM^ 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P 3 V G R Q H H A G P P 
ATCWWTCGC(3GCCA(XAWTGGGACAC^^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLLS 

i t § * • i i i * • • * 

CTCTCTGAGGCCCAGftW 

SLRPS LTGARRLVET I FLGSRPWHPGTPRRLPRLPQRYWQ 
AATGCGI&CCCTGMTG^ 

V R P L F L E L L G N H A Q C P Y G V L L K T H C P L R A A V T P A A G V C A A 

(SGAGAAGCCtXAGimm^ 

EKPQGSVAAPEEEDTDPRRLVQLLROHSSPWQVYGFVRAC 
IRRLVPPGLWGSRHNERRFIRNTKKFISIGKHAKLSIQEL 



Fig. UAH 
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TWKIISVflDCAWLHRSPGVGCVPAAEHRLREEILAKFLHWL 
GATGAGTGTGTACGMCW 

BSVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 
MTMCACTTGAAGAM 

IRQHLKRVQLHELSEAEVRQHREARPALLTSRLBFIPKPD 

6LRPIVNUDYVV6ARTFRREKRAERLTSRVKALFSVLNYE 

GOTOTOTW 

RARRPGLLGASVLGLDDIHRAWRTFVLRVRAQDPPPEIYF 

TGTCAAG ' GACAGGCT(^5GAGGTCATMCCAGWTCATCAMCCCCAGAACACGTACT 
V K D R L T E V I A S I I K P 0 N T Y C V R R Y A V V Q 

KAAHGHVRKAFKSHVSTLTDLQPYURQFVAHLQETSPLRD 
TGCCGTCGTCATCGAG^^ 

AVVIEQSSSLHEASSGLFDVFLRFUCHHAVRIRGKSYVQC 
OMGGGATCCCGWGIETIXATrcTCT 

OGI PQGSI LSTLLCS LCYGDHENKLFAGIRROGLLLRLVO 
TGAMnGHGGTIWWCCTCACCTCACCCAIKGAAMK 

OFLLVTPHLTHAKTFURTLVRGVPEYGCVVNLRKTVVNFP 
TGTAGMGACGAGGCCCTGGGTGGCACGGCTTn6n(^TGCCGGCCCACGGCCTAnCC 

VEDEALGGTAFVQMPAHGLFPWCGLLLDTRTLEVQSOYSS 
CTATBCCCGGACCTOCATCMffiCCMTI^^ 

YARTSIRASLTFNRGFKAGRNHRRKLFGVLRLKCHSLFID 
TOMAMimM 

L Q V N S L Q T V C T N I Y K I L L L Q A Y R F H A C V L Q L P F H Q Q V I K N 
CCCCAWTTTnCCTODGCGTWTCTCTGAIMCGH 

P T F F L R V I S D T A S L C Y S I L K A K N A G I S L G A K G A A G P I P S E 

, « i * t • * * * • • * 

GGCCGTGCAGTGGCTGTGCUCCAAGCAnCCTGCT 

AVQWLCKQAFLLKL T R HRVTYVPLLGSLRTAQTQLSRKLP 

Fig. 11AI 
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GGGGACGAKM 

G T T L T A L E A A A N P A L P S 0 F K T I L 0 
CTGTCACGCCQGGCTCTACGTCCCAGGGAGGGAGGGGCGGCC^ACACCCAGGCCCGCACCGCTGGuA 
GAGTGTCCGGCTGAGGCCTGAGCWGTGTCC^KXMGGGCTGAGTGTCCAGWCACCTGCC 

McramAram^ 

» I • • I * ( I • * * * 

l^ttCTGGGAGCTCTGGGWTTTGM 

• * t 

AATACTGAATATATGAGTTTTTCAGTTTTGA 

Fig. 11AJ 
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Truncated protein that lacks motif A (ver. 2) 

ATGCCG1EGCTO 

UPRAPRCRAVRSLLRSHTREVLPLATFV 
R R L G P Q G I R L V Q R G D P A A F R A L V A Q C L V C V P I 0 A R P P P A A 



GGCOTCGGGGT(MTCC(M 

GLPGVGVRLGLRAAGGNQRHAESSAGDSGRFPRR 
ASPGSASGWG'GRPGGTSDURRAAQAIQGASPAG 
PPRGRRPAGVEGGRGEPATCGEQRRRLRALPPQV 

(XCCTCCTTTOAIjGTGTO^ 

P S F R Q V S C L K E L V A R V L Q R I C E R 6 A K N V L A F G f A L L 0 G A R 
CGGGGGCCCWX^GAGGCCnCACCACCAGMTGCGCAGCTACCTGCCCM 

G G P P E A F T T S V R 3 Y L P N T V T D A L R G 3 G A II G L L L R R V G D 0 V 
ttlBGTTWnKI^^ 

lvhllarcalfvl v a pscayqvcgpplyqlgaatqarppp 

"aimtagtggIS 

h a s g p r r r l g c e r a w n h s v r e a g v p l g l p a p g a r r r g g s a 

(w\agtctgc(»ntogagg(xcaggot 

srslplpkrprrgaapepertpvgqgswahpgrtrgpsdr 

T(5GTnCTGTGT()GTGTW(XTGCCAljACCCGCCGAA 

G F C V V S P A R P A E E A T S L E G A L S G T R H S H P 3 V G R Q H H A G P P 

i i » » t i • • • * ' * 

ATCttCATCGCGGCCACCAIffl^ - ' ^ 

STSRPPRPWDTPCPPVYAETKHFLYSSGDKEQLRPSFLL3 

SLRPSLTGARRLVETIFLGSRPWUPGTPRRLPRLPQRYIQ 
AATGCGGCCKTGTnCTGGAGCTGCnGGGAACCACGCGCAGTGCCCCTACGG^ 

y R P L F L E L I G N H A Q C P Y G V L L K T H C P L R A A V T P A A G V C A R 
GGAGAAGCCCCAGGGCTCTGTGGCGGCWX^GAGGAGGAGGACACAGAC 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVRAC 
{HGCGCCGGCTGGTGCCIW 

LRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQEL 
GACGTIJuWGATGAGCGTIjCGGGA 

TWKIISVROCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 

Fig. 11AK 
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GATOTGTGTACCTCGT^ 

IISVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIG 
MT(MAGCACnGMIiAGGGTGCA(ffl^ 

IRQHLKRVQLRELSEAEVBQHREARPALLTSRLRFIPKPD 
CGGGCTGCGG^ 

GLRPIVHHDYVVGARTFRREKRAERLTSHVKALFSVLNYE 

,■• • i •••••• ' 

RARRPGLLGASVLGLDDIHRAWRTFVLRVRAQOPPPELYF 
TGTCAAG ' ' (jACAGGCTtMOT 

v k d r l t e v i a s i i k p q h t y c v r r y a v v q 

gaaggccgc(xatggg«^ 

kaah6hvrkafkshvstlt0lqpyhrqfvahlqetsplrd 
tg^icgtwt«awgctcctcktgmtwto 

avvieqssslneassglfovflrfmchhavrirgksyvqc 

(MjATCCCGWGGGCTCCATCCTCTCWM^ 

QGIPQGSILSTLLCSLCYGDMENKLFAGIRROGLLLRLVO 
TGAmCnGW(SA(raTCACCTCA(mGC^ 

dfllvtphlthaktflrtlvrgvpeygcvvnlrktvvnfp 

TGTM(MraT«^ 

V E D E A L G G T A F V Q « P A H G L F P W C G L L L D T R T L E V Q S 0 Y S R 



GTGAGCGCACCTGGC(^TGGAGCCTGm 

t 

TGCCACAGGGTGCCCCTCGTCCCATCTGGGGCTGAGCACAAATGCATCTnCTGTGGGAGTG^ — 
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Lacks motif A and altered C-terminus (ver. 2) 

ATGCCGCGCGI^^ 

yPRAPRCRAVRSLLRSKTREVlPLATFV 

(OTKTGGGGlXCiy^ 

RRLGPQGWRLVQRGDPAAFRALVAQCLVCVPWDARPPPAA 



GGCCTCtXCGGGGTCGGCGTCCGGCTGGGGnGAGGGCGGCCGGGGGGAW^^ 

G L P G V G V R I G L R A A G G N Q R H A E $ S A G D S G R F P R R 
A S P G S A S G W G * G R P G G T S D y R R A A 0 A T 0 G A S P A G 
PPR6RRPAGVEG6RGEPATCGEQRRRLRALPPQV 

I 

KXCTCCnCCGCW 

P S F R 0 V S C L K E L V A R V L Q R L C E R G A K I V L A F G F A L L 0 6 A R 
G G P P E A F T T S V R S Y L P N T V T D A I R G S G A I G L L L R R V G 0 D V 
L V H L L A R C A L F V L V A P S C A Y Q V C G P P L Y Q L G A A T Q A R P P P 



HASGPRRRLGCERAWNHSVREAGVPLGLPAPGARRRGGSA 
CAfiB!GAA6T^^ 

SR8LPLPKRPRRGAAPEPERTPVGQGSWAHPGRTRGP8DR 
TGGTOT(5TGT(ffiT(iTCAKTO 

g f c v v 3 p a r p a e e a t s l e g a l s g t r h s h p s v g r q h h a g p p 
atccacatcgWcacca^ 

stsrpprpwotpcppvyaetkhflyssgdkeqlrpsflls 
ctctctgaghig^ 

slrpsltgarrlvetiflgsrpwupgtprrlprlpqrywq 

MTGCGGOTTGmCTGM 

y R P I F I E L L G N H A Q C P Y G V L I K T H C P I R A A V T P A A G V C A R 
GGAGAAKCOm 

EKPQGSVAAPEEEDTDPRRLVQLLRQHSSPWQVYGFVRAC 
CCTGCGCCGGCTGGTGCW;CCAGGCCTCTGGGGCTCCAGGCACAA(^M(^C6C^ 

LRRLVPPGLWGSRHNERRFLRHTKKFISLGKHAKLSLQEL 
GA(MA&\TGAG(BTTO 

THKIISVRDCAWLRRSPGVGCVPAAEHRLREEILAKFLHWL 
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GATGAGTGTGTACOT^ 

MSVYVVELLRSFFYVTETTFQKMRLFFYRKSVffSKLQSIG 
MTCAGACAGCACTTGAAGAGGGTGCAGCTGCGGGAGCTGTCGQM^ 

I R Q H L K R V Q L R E l S E A E V R Q H R E A R P A L L T S R I R F I P K P D 
(M!TG(ffi!GAM(MATGGACOT 

G L R P I V N y 0 Y V V G A R T F R R E K R A E R L T S R V K A L F S V L N Y E 

i « i i • t i • i t • • 

GCGGGCGC&GCraGGCCTCCTKGCGCCTM^ 

A A R R P G L L G A S V L G L D 0 1 H R A I R T F V L R V R A Q 0 P P P E I Y F 
TGTCAAG (MAGGCTCACIMGTCATCGCMOT 

V K 0 R L T E V I A S I I K P Q N T Y C V R R Y A V V 0 
(SAAGGCCGCCCATGfflMM 

KAAHGHVRKAFKSHVSTLTDIQPYIIRQFVAHLQETSPLRD 
TKJCGTCGTCATCGAGC^^ 

A V V I E Q S S S L N E A S S G L F D V F L R F H C H H A V R I R G K 8 Y V Q C 

Q G I P 0 G S I L S T L L C S L C Y G D H E N K L F A G I R ft D G L L I R I V 0 
TISATOnGnGljTMCACCTCACCTO 

DFLLVTPHLTHAKTFLRTLVRGVPEYGCVVNIRKTVVNFP 
TGTAGAAGACGAGBCCCTGGGTGGCACGGCTTnGnCAGATGCCGGCCCACGGCCTAnCCCCTGGT 

V E 0 E A L G G T A F V 0 H P A H G L F P V C G L L L 0 T R T L E V 0 S D Y S S 
CTATGCCCGGACCT(M!AM^ 

V A R T S I R A S L T F N R G F K A G R N H R R K L F G V L R L K C H S L F L D 
mKAGGTGAACAra^ 

LQVNSLQTVCTNIYK I LLLQAYRFHACVLQLPFHQQVWKN 



(XCCACATTTnCCTGCGreTCATCTCTGACACGGCCTCCCTCTGCTACTCCATCCTGAAAK 
P T F F I R V I S D T A S I C Y S I I K A K N A E 

I 

CCGAAGAAAACATTTCTGTCGTGACTCCTGCGGTGCTTGGGTC 
EENILVVTPAVLGS 

GGGACMSCCAGA^^ 

GQPEUEPPRRPSGVGSFPVSPGRGVGLGL* 
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LOCUS pAKI28.4 7615 bp dsDNA Circular 
DEFINITION Human telomerase clone with exon beta spliced out 

1 tcgacctgca ggcatgcaag cttggcactg gccgtcgttt tacaacgtcg tgactgggaa 
61 aaccctggcg ttacccaact taatcgcctt gcagcacatc cccctttcgc cagctggcgt 
121 aatagcgaag aggcccgcac cgatcgccct tcccaacagt tgcgcagcct gaatggcgaa 
181 tggcgcctga tgcggtattt tctccttacg catctgtgcg gtatttcaca ccgcataaat 
241 tccctgtttt ggcggatgag agaagatttt cagcctgata cagattaaat cagaacgcag 
301 aagcggtctg ataaaacaga atttgcctgg cggcagtagc gcggtggtcc cacctgaccc 
361 catgccgaac tcagaagtga aacgccgtag cgccgatggt agtgtggggt ctccccatgc 
421 gagagtaggg aactgccagg catcaaataa aacgaaaggc tcagtcgaaa gactgggcct 
481 ttcgttttat ctgttgtttg tcggtgaacg ctctcctgag taggacaaat ccgccgggag 
541 cggatttgaa cgttgcgaag caacggcccg gagggtggcg ggcaggacgc ccgccataaa 
601 ctgccaggca tcaaattaag cagaaggcca tcctgacgga tggccttttt gcgtttctac 
661 aaactcttcc tgtcgtcata tctacaagcc atccccccac agatacggta aactagcctc 
721 gtttttgcat caggaaagca gggaatttat ggtgcactct cagtacaatc tgctctgatg 
781 ccgcatagtt aagccagccc cgacacccgc caacacccgc tgacgcgccc tgacgggctt 
841 gtctgctccc ggcatccgct tacagacaag ctgtgaccgt ctccgggagc tgcatgtgtc 
901 agaggttttc accgtcatca ccgaaacgcg cgagacgaaa gggcctcgtg atacgcctat 
961 ttttataggt taatgtcatg ataataatgg tttcttagac gtgaggttct gtacccgaca 
1021 ccatcgaatg gtgcaaaacc tttcgcggta tggcatgata gcgcccggaa gagagtcaat 
1081 tcagggtggt gaatgtgaaa ccagtaacgt tatacgatgt cgcagagtat gccggtgtct 
1141 cttatcagac cgtttcccgc gtggtgaacc aggccagcca cgtttctgcg aaaacgcggg 
1201 aaaaagtgga agcggcgatg gcggagctga attacattcc caaccgcgtg gcacaacaac 
1261 tggcgggcaa acagtcgttg ctgattggcg ttgccacctc cagtctggcc ctgcacgcgc 
1321 cgtcgcaaat tgtcgcggcg attaaatctc gcgccgatca actgggtgcc agcgtggtgg 
1381 tgtcgatggt agaacgaagc ggcgtcgaag cctgtaaagc ggcggtgcac aatcttctcg 
1441 cgcaacgcgt cagtgggctg atcattaact atccgctgga tgaccaggat gccattgctg 
1501 tggaagctgc ctgcactaat gttccggcgt tatttcttga tgtctctgac cagacaccca 
1561 tcaacagtat tattttctcc catgaagacg gtacgcgact gggcgtggag catctggtcg 
1621 cattgggtca ccagcaaatc gcgctgttag cgggcccatt aagttctgtc tcggcgcgtc 
1681 tgcgtctggc tggctggcat aaatatctca ctcgcaatca aattcagccg atagcggaac 
1741 gggaaggcga ctggagtgcc atgtccggtt ttcaacaaac catgcaaatg ctgaatgagg 
1801 gcatcgttcc cactgcgatg ctggttgcca acgatcagat ggcgctgggc gcaatgcgcg 
1861 ccattaccga gtccgggctg cgcgttggtg cggatatctc ggtagtggga tacgacgata 
1921 ccgaagacag ctcatgttat atcccgccgt taaccaccat caaacaggat tttcgcctgc 
1981 tggggcaaac cagcgtggac cgcttgctgc aactctctca gggccaggcg gtgaagggca 
2041 atcagctgtt gcccgtctca ctggtgaaaa gaaaaaccac cctggcgccc aatacgcaaa 
2101 ccgcctctcc ccgcgcgttg gccgattcat taatgcagct ggcacgacag gtttcccgac 
2161 tggaaagcgg gcagtgagcg caacgcaatt aatgtaagtt agctcactca ttaggcaccc 
2221 caggctttac actttatgct tccgacctgc aagaacctca cgtcaggtgg cacttttcgg 
2281 ggaaatgtgc gcggaacccc tatttgttta tttttctaaa tacattcaaa tatgtatccg 
2341 ctcatgagac aataaccctg ataaatgctt caataatatt gaaaaaggaa gagtatgagt 
2401 attcaacatt tccgtgtcgc ccttattccc ttttttgcgg cattttgcct tcctgttttt 
2461 gctcacccag aaacgctggt gaaagtaaaa gatgctgaag atcagttggg tgcacgagtg 
2521 ggttacatcg agaactggat ctcaacagcg gtaagatcct tgagagtttt cgccccgaag 
2581 aacgttttcc aatgatgagc acttttaaag ttctgctatg tggcgcggta ttatcccgta 
2641 ttgacgccgg gcaagagcaa ctcggtcgcc gcatacacta ttctcagaat gacttggttg 
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2701 agtactcacc agtcacagaa aagcatctta cggatggcat gacagtaaga gaattatgca 

2761 gtgctgccat aaccatgagt gataacactg cggccaactt acttctgaca acgatcggag 

2821 gaccgaagga gctaaccgct tttttgcaca acatggggga tcatgtaact cgccttgatc 

2881 gttgggaacc ggagctgaat gaagccatac caaacgacga gcgtgacacc acgatgcctg 

2941 tagcaatggc aacaacgttg cgcaaactat taactggcga actacttact ctagcttccc 

3001 ggcaacaatt aatagactgg atggaggcgg ataaagttgc aggaccactt ctgcgctcgg 

3061 cccttccggc tggctggttt attgctgata aatctggagc cggtgagcgt gggtctcgcg 

3121 gtatcattgc agcactgggg ccagatggta agccctcccg tatcgtagtt atctacacga 

3181 cggggagtca ggcaactatg gatgaacgaa atagacagat cgctgagata ggtgcctcac 

3241 tgattaagca ttggtaactg tcagaccaag tttactcata tatactttag attgatttaa 

3301 aacttcattt ttaatttaaa aggatctagg tgaagatcct ttttgataat ctcatgacca 

3361 aaatccctta acgtgagttt tcgttccact gagcgtcaga ccccgtagaa aagatcaaag 

3421 gatcttcttg agatcctttt tttctgcgcg taatctgctg cttgcaaaca aaaaaaccac 

3481 cgctaccagc ggtggtttgt ttgccggatc aagagctacc aactcttttt ccgaaggtaa 

3541 ctggcttcag cagagcgcag ataccaaata ctgtccttct agtgtagccg tagttaggcc 

3601 accacttcaa gaactctgta gcaccgccta catacctcgc tctgctaatc ctgttaccag 

3661 tggctgctgc cagtggcgat aagtcgtgtc ttaccgggtt ggactcaaga cgatagttac 

3721 cggataaggc gcagcggtcg ggctgaacgg ggggttcgtg cacacagccc agcttggagc 

3781 gaacgaccta caccgaactg agatacctac agcgtgagca ttgagaaagc gccacgcttc 

3841 ccgaagggag aaaggcggac aggtatccgg taagcggcag ggtcggaaca ggagagcgca 

3901 cgagggagct tccaggggga aacgcctggt atctttatag tcctgtcggg tttcgccacc 

3961 tctgacttga gcgtcgattt ttgtgatgct cgtcaggggg gcggagccta tggaaaaacg 

4021 ccagcaacgc ggccttttta cggttcctgg ccttttgctg gccttttgct cacatgttct 

4081 ttcctgcgtt atcccctgat tctgtggata accgtattac cgcctttgag tgagctgata 

4141 ccgctcgccg cagccgaacg accgagcgca gcgagtcagt gagcgaggaa gcggaagagc 

4201 gcccaatacg caaaccgcct ctccccgcgc gttggccgat tcattaatgc agaattaatt 

4261 ctcatgtttg acagcttatc atcgactgca cggtgcacca atgcttctgg cgtcaggcag 

4321 ccatcggaag ctgtggtatg gctgtgcagg tcgiaaatca ctgcataatt cgtgtcgctc 

4381 aaggcgcact cccgttctgg ataatgtttt ttgcgccgac atcataacgg ttctggcaaa 

4441 tattctgaaa tgagctgttg acaattaatc atcggctcgt ataatgtgtg gaattgtgag 

4501 cggataacaa tttcacacag gaaacagcga tgaattcaga tctcaccatg aaggagctgg 

4561 tggcccgagt gctgcagagg ctgtgcgagc gcggcgcgaa gaacgtgctg gccttcggct 

4621 tcgcgctgct ggacggggcc cgcgggggcc cccccgaggc cttcaccacc agcgtgcgca 

4681 gctacctgcc caacacggtg accgacgcac tgcgggggag cggggcgtgg gggctgctgc 

4741 tgcgccgcgt gggcgacgac gtgctggttc acctgctggc acgctgcgcg ctctttgtgc 

4801 tggtggctcc cagctgcgcc taccaggtgt gcgggccgcc gctgtaccag ctcggcgctg 

4861 ccactcaggc ccggcccccg ccacacgcta gtggaccccg aaggcgtctg ggatgcgaac 

4921 gggcctggaa ccatagcgtc agggaggccg gggtccccct gggcctgcca gccccgggtg 

4981 cgaggaggcg cgggggcagt gccagccgaa gtctgccgtt gcccaagagg cccaggcgtg 

5041 gcgctgcccc tgagccggag cggacgcccg ttgggcaggg gtcctgggcc cacccgggca 

5101 ggacgcgtgg accgagtgac cgtggtttct gtgtggtgtc acctgccaga cccgccgaag 

5161 aagccacctc tttggagggt gcgctctctg gcacgcgcca ctcccaccca tccgtgggcc 

5221 gccagcacca cgcgggcccc ccatccacat cgcggccacc acgtccctgg gacacgcctt 

5281 gtcccccggt gtacgccgag accaagcact tcctctactc ctcaggcgac aaggagcagc 

5341 tgcggccctc cttcctactc agctctctga ggcccagcct gactggcgct cggaggctcg 

5401 tggagaccat ctttctgggt tccaggccct ggatgccagg gactccccgc aggttgcccc 

5461 gcctgcccca gcgctactgg caaatgcggc ccctgtttct ggagctgctt gggaaccacg 

5521 cgcagtgccc ctacggggtg ctcctcaaga cgcactgccc gctgcgagct gcggtcaccc 
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5581 cagcagccgg tgtctgtgcc cgggagaagc cccagggctc tgtggcggcc cccgaggagg 
5641 aggacacaga cccccgtcgc ctggtgcagc tgctccgcca gcacagcagc ccctggcagg 
5701 tgtacggctt cgtgcgggcc tgcctgcgcc ggctggtgcc cccaggcctc tggggctcca 
5761 ggcacaacga acgccgcttc ctcaggaaca ccaagaagtt catctccctg gggaagcatg 
5821 ccaagctctc gctgcaggag ctgacgtgga agatgagcgt gcgggactgc gcttggctgc 
5881 gcaggagccc aggggttggc tgtgttccgg ccgcagagca ccgtctgcgt gaggagatcc 
5941 tggccaagtt cctgcactgg ctgatgagtg tgtacgtcgt cgagctgctc aggtctttct 
6001 tttatgtcac ggagaccacg tttcaaaaga acaggctctt tttctaccgg aagagtgtct 
6061 ggagcaagtt gcaaagcatt ggaatcagac agcacttgaa gagggtgcag ctgcgggagc 
6121 tgtcggaagc agaggtcagg cagcatcggg aagccaggcc cgccctgctg acgtccagac 
6181 tccgcttcat ccccaagcct gacgggctgc ggccgattgt gaacatggac tacgtcgtgg 
6241 gagccagaac gttccgcaga gaaaagaggg ccgagcgtct cacctcgagg gtgaaggcac 
6301 tgttcagcgt gctcaactac gagcgggcgc ggcgccccgg cctcctgggc gcctctgtgc 
6361 tgggcctgga cgatatccac agggcctggc gcaccttcgt gctgcgtgtg cgggcccagg 
6421 acccgccgcc tgagctgtac tttgtcaagg tggatgtgac gggcgcgtac gacaccatcc 
6481 cccaggacag gctcacggag gtcatcgcca gcatcatcaa accccagaac acgtactgcg 
6541 tgcgtcggta tgccgtggtc cagaaggccg cccatgggca cgtccgcaag gccttcaaga 
6601 gccacgtcct acgtccagtg ccaggggatc ccgcagggct ccatcctctc cacgctgctc 
6661 tgcagcctgt gctacggcga catggagaac aagctgtttg cggggattcg gcgggacggg 
6721 ctgctcctgc gtttggtgga tgatttcttg ttggtgacac ctcacctcac ccacgcgaaa 
6781 acttcctcag gacctggtcc gaagtgtcct gagtatggct gcgtggtgaa cttgcggaag 
6841 acagtggtga acttccctgt agaagacgaa gccctgggtg gcacggcttt tgttcagatg 
6901 ccggcccacg gcctattccc ctggtgcggc ctgctgctgg atacccggac cctggaggtg 
6961 cagagcgact actccagcta tgcccggacc tccatcagag ccagtctcac cttcaaccgc 
7021 ggcttcaagg ctgggaggaa catgcgtcgc aaactctttg gggtcttgcg gctgaagtgt 
7081 cacagcctgt ttctggattt gcaggtgaac agcctccaga cggtgtgcac caacatctac 
7141 aagatcctcc tgctgcaggc gtacaggttt cacgcatgtg tgctgcagct cccatttcat 
7201 cagcaagttt ggaagaaccc cacatttttc ctgcgcgtca tctctgacac ggcctccctc 
7261 tgctactcca tcctgaaagc caagaacgca gccgaagaaa acatttctgt cgtgactcct 
7321 gcggtgcttg ggtcgggaca gccagagatg gagccacccc gcagaccgtc gggtgtgggc 
7381 agctttccgg tgtctcctgg gaggggagtt gggctgggcc tgtgactcct cagcctctgt 
7441 tttcccccag ggatgtcgct gggggccaag ggcgccgccg gccctctgcc ctccgaggcc 
7501 gtgcagtggc tgtgccacca agcattcctg ctcaagctga ctcgacaccg tgtcacctac 
7561 gtgccactcc tggggtcact caggacaggc aagtgtgggt ggaggccagt gcggg 
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LOCUS pAKI28.7 7797 bp dsONA Circular 
DEFINITION Human telomerase clone with alternative C- terminus 

1 tcgacctgca ggcatgcaag cttggcactg gccgtcgttt tacaacgtcg tgactgggaa 
61 aaccctggcg ttacccaact taatcgcctt gcagcacatc cccctttcgc cagctggcgt 
121 aatagcgaag aggcccgcac cgatcgccct tcccaacagt tgcgcagcct gaatggcgaa 
181 tggcgcctga tgcggtattt tctccttacg catctgtgcg gtatttcaca ccgcataaat 
241 tccctgtttt ggcggatgag agaagatttt cagcctgata cagattaaat cagaacgcag 
301 aagcggtctg ataaaacaga atttgcctgg cggcagtagc gcggtggtcc cacctgaccc 
361 catgccgaac tcagaagtga aacgccgtag cgccgatggt agtgtggggt ctccccatgc 
421 gagagtaggg aactgccagg catcaaataa aacgaaaggc tcagtcgaaa gactgggcct 
481 ttcgttttat ctgttgtttg tcggtgaacg ctctcctgag taggacaaat ccgccgggag 
541 cggatttgaa cgttgcgaag caacggcccg gagggtggcg ggcaggacgc ccgccataaa 
601 ctgccaggca tcaaattaag cagaaggcca tcctgacgga tggccttttt gcgtttctac 
661 aaactcttcc tgtcgtcata tctacaagcc atccccccac agatacggta aactagcctc 
721 gtttttgcat caggaaagca gggaatttat ggtgcactct cagtacaatc tgctctgatg 
781 ccgcatagtt aagccagccc cgacacccgc caacacccgc tgacgcgccc tgacgggctt 
841 gtctgctccc ggcatccgct tacagacaag ctgtgaccgt ctccgggagc tgcatgtgtc 
901 agaggttttc accgtcatca ccgaaacgcg cgagacgaaa gggcctcgtg atacgcctat 
961 ttttataggt taatgtcatg ataataatgg tttcttagac gtgaggttct gtacccgaca 
1021 ccatcgaatg gtgcaaaacc tttcgcggta tggcatgata gcgcccggaa gagagtcaat 
J081 tcagggtggt gaatgtgaaa ccagtaacgt tatacgatgt cgcagagtat gccggtgtct 
T141 cttatcagac cgtttcccgc gtggtgaacc aggccagcca cgtttctgcg aaaacgcggg 
1201 aaaaagtgga agcggcgatg gcggagctga attacattcc caaccgcgtg gcacaacaac 
1261 tggcgggcaa acagtcgttg ctgattggcg ttgccacctc cagtctggcc ctgcacgcgc 
1321 cgtcgcaaat tgtcgcggcg attaaatctc gcgccgatca actgggtgcc agcgtggtgg 
1381 tgtcgatggt agaacgaagc ggcgtcgaag cctgtaaagc ggcggtgcac aatcttctcg 
1441 cgcaacgcgt cagtgggctg atcattaact atccgctgga tgaccaggat gccattgctg 
1501 tggaagctgc ctgcactaat gttccggcgt tatttcttga tgtctctgac cagacaccca 
1561 tcaacagtat tattttctcc catgaagacg gtacgcgact gggcgtggag catctggtcg 
1621 cattgggtca ccagcaaatc gcgctgttag cgggcccatt aagttctgtc tcggcgcgtc 
1681 tgcgtctggc tggctggcat aaatatctca ctcgcaatca aattcagccg atagcggaac 
1741 gggaaggcga ctggagtgcc atgtccggtt ttcaacaaac catgcaaatg ctgaatgagg 
1801 gcatcgttcc cactgcgatg ctggttgcca acgatcagat ggcgctgggc gcaatgcgcg 
1861 ccattaccga gtccgggctg cgcgttggtg cggatatctc ggtagtggga tacgacgata 
1921 ccgaagacag ctcatgttat atcccgccgt taaccaccat caaacaggat tttcgcctgc 
1981 tggggcaaac cagcgtggac cgcttgctgc aactctctca gggccaggcg gtgaagggca 
2041 atcagctgtt gcccgtctca ctggtgaaaa gaaaaaccac cctggcgccc aatacgcaaa 
2101 ccgcctctcc ccgcgcgttg gccgattcat taatgcagct ggcacgacag gtttcccgac 
2161 tggaaagcgg gcagtgagcg caacgcaatt aatgtaagtt agctcactca ttaggcaccc 
2221 caggctttac actttatgct tccgacctgc aagaacctca cgtcaggtgg cacttttcgg 
2281 ggaaatgtgc gcggaacccc tatttgttta tttttctaaa tacattcaaa tatgtatccg 
2341 ctcatgagac aataaccctg ataaatgctt caataatatt gaaaaaggaa gagtatgagt 
2401 attcaacatt tccgtgtcgc ccttattccc ttttttgcgg cattttgcct tcctgttttt 
2461 gctcacccag aaacgctggt gaaagtaaaa gatgctgaag atcagttggg tgcacgagtg 
2521 ggttacatcg agaactggat ctcaacagcg gtaagatcct tgagagtttt cgccccgaag 
2581 aacgttttcc aatgatgagc acttttaaag ttctgctatg tggcgcggta ttatcccgta 
2641 ttgacgccgg gcaagagcaa ctcggtcgcc gcatacacta ttctcagaat gacttggttg 
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2701 agtactcacc agtcacagaa aagcatctta cggatggcat gacagtaaga gaattatgca 
2761 gtgctgccat aaccatgagt gataacactg cggccaactt acttctgaca acgatcggag 
2821 gaccgaagga gctaaccgct tttttgcaca acatggggga tcatgtaact cgccttgatc 
2881 gttgggaacc ggagctgaat gaagccatac caaacgacga gcgtgacacc acgatgcctg 
2941 tagcaatggc aacaacgttg cgcaaactat taactggcga actacttact ctagcttccc 
3001 ggcaacaatt aatagactgg atggaggcgg ataaagttgc aggaccactt ctgcgctcgg 
3061 cccttccggc tggctggttt attgctgata aatctggagc cggtgagcgt gggtctcgcg 
3121 gtatcattgc agcactgggg ccagatggta agccctcccg tatcgtagtt atctacacga 
3181 cggggagtca ggcaactatg gatgaacgaa atagacagat cgctgagata ggtgcctcac 
3241 tgattaagca ttggtaactg tcagaccaag tttactcata tatactttag attgatttaa 
3301 aacttcattt ttaatttaaa aggatctagg tgaagatcct ttttgataat ctcatgacca 
3361 aaatccctta acgtgagttt tcgttccact gagcgtcaga ccccgtagaa aagatcaaag 
3421 gatcttcttg agatcctttt tttctgcgcg taatctgctg cttgcaaaca aaaaaaccac 
3481 cgctaccagc ggtggtttgt ttgccggatc aagagctacc aactcttttt ccgaaggtaa 
3541 ctggcttcag cagagcgcag ataccaaata ctgtccttct agtgtagccg tagttaggcc 
3601 accacttcaa gaactctgta gcaccgccta catacctcgc tctgctaatc ctgttaccag 
3661 tggctgctgc cagtggcgat aagtcgtgtc ttaccgggtt ggactcaaga cgatagttac 
3721 cggataaggc gcagcggtcg ggctgaacgg ggggttcgtg cacacagccc agcttggagc 
3781 gaacgaccta caccgaactg agatacctac agcgtgagca ttgagaaagc gccacgcttc 
3841 ccgaagggag aaaggcggac aggtatccgg taagcggcag ggtcggaaca ggagagcgca 
3901 cgagggagct tccaggggga aacgcctggt atctttatag tcctgtcggg tttcgccacc 
3961 tctgacttga gcgtcgattt ttgtgatgct cgtcaggggg gcggagccta tggaaaaacg 
4021 ccagcaacgc ggccttttta cggttcctgg ccttttgctg gccttttgct cacatgttct 
4081 ttcctgcgtt atcccctgat tctgtggata accgtattac cgcctttgag tgagctgata 
4141 ccgctcgccg cagccgaacg accgagcgca gcgagtcagt gagcgaggaa gcggaagagc 
4201 gcccaatacg caaaccgcct ctccccgcgc gttggccgat tcattaatgc agaattaatt 
4261 ctcatgtttg acagcttatc atcgactgca cggtgcacca atgcttctgg cgtcaggcag 
4321 ccatcggaag ctgtggtatg gctgtgcagg tcgtaaatca ctgcataatt cgtgtcgctc 
4381 aaggcgcact cccgttctgg ataatgtttt ttgcgccgac atcataacgg ttctggcaaa 
4441 tattctgaaa tgagctgttg acaattaatc atcggctcgt ataatgtgtg gaattgtgag 
4501 cggataacaa tttcacacag gaaacagcga tgaattcaga tctcaccatg aaggagctgg 
4561 tggcccgagt gctgcagagg ctgtgcgagc gcggcgcgaa gaacgtgctg gccttcggct 
4621 tcgcgctgct ggacggggcc cgcgggggcc cccccgaggc cttcaccacc agcgtgcgca 
4681 gctacctgcc caacacggtg accgacgcac tgcgggggag cggggcgtgg gggctgctgc 
4741 tgcgccgcgt gggcgacgac gtgctggttc acctgctggc acgctgcgcg ctctttgtgc 
4801 tggtggctcc cagctgcgcc taccaggtgt gcgggccgcc gctgtaccag ctcggcgctg 
4861 ccactcaggc ccggcccccg ccacacgcta gtggaccccg aaggcgtctg ggatgcgaac 
4921 gggcctggaa ccatagcgtc agggaggccg gggtccccct gggcctgcca gccccgggtg 
4981 cgaggaggcg cgggggcagt gccagccgaa gtctgccgtt gcccaagagg cccaggcgtg 
5041 gcgctgcccc tgagccggag cggacgcccg ttgggcaggg gtcctgggcc cacccgggca 
5101 ggacgcgtgg accgagtgac cgtggtttct gtgtggtgtc acctgccaga cccgccgaag 
5161 aagccacctc tttggagggt gcgctctctg gcacgcgcca ctcccaccca tccgtgggcc 
5221 gccagcacca cgcgggcccc ccatccacat cgcggccacc acgtccctgg gacacgcctt 
5281 gtcccccggt gtacgccgag accaagcact tcctctactc ctcaggcgac aaggagcagc 
5341 tgcggccctc cttcctactc agctctctga ggcccagcct gactggcgct cggaggctcg 
5401 tggagaccat ctttctgggt tccaggccct ggatgccagg gactccccgc aggttgcccc 
5461 gcctgcccca gcgctactgg caaatgcggc ccctgtttct ggagctgctt gggaaccacg 
5521 cgcagtgccc ctacggggtg ctcctcaaga cgcactgccc gctgcgagct gcggtcaccc 
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5581 cagcagccgg tgtctgtgcc cgggagaagc cccagggctc tgtggcggcc cccgaggagg 

5641 aggacacaga cccccgtcgc ctggtgcagc tgctccgcca gcacagcagc ccctggcagg 

5701 tgtacggctt cgtgcgggcc tgcctgcgcc ggctggtgcc cccaggcctc tggggctcca 

5761 ggcacaacga acgccgcttc ctcaggaaca ccaagaagtt catctccctg gggaagcatg 

5821 ccaagctctc gctgcaggag ctgacgtgga agatgagcgt gcgggactgc gcttggctgc 

5881 gcaggagccc aggggttggc tgtgttccgg ccgcagagca ccgtctgcgt gaggagatcc 

5941 tggccaagtt cctgcactgg ctgatgagtg tgtacgtcgt cgagctgctc aggtctttct 

6001 tttatgtcac ggagaccacg tttcaaaaga acaggctctt tttctaccgg aagagtgtct 

6061 ggagcaagtt gcaaagcatt ggaatcagac agcacttgaa gagggtgcag ctgcgggagc 

6121 tgtcggaagc agaggtcagg cagcatcggg aagccaggcc cgccctgctg acgtccagac 

6181 tccgcttcat ccccaagcct gacgggctgc ggccgattgt gaacatggac tacgtcgtgg 

6241 gagccagaac gttccgcaga gaaaagaggg ccgagcgtct cacctcgagg gtgaaggcac 

6301 tgttcagcgt gctcaactac gagcgggcgc ggcgccccgg cctcctgggc gcctctgtgc 

6361 tgggcctgga cgatatccac agggcctggc gcaccttcgt gctgcgtgtg cgggcccagg 

6421 acccgccgcc tgagctgtac tttgtcaagg tggatgtgac gggcgcgtac gacaccatcc 

6481 cccaggacag gctcacggag gtcatcgcca gcatcatcaa accccagaac acgtactgcg 

6541 tgcgtcggta tgccgtggtc cagaaggccg cccatgggca cgtccgcaag gccttcaaga 

6601 gccacgtctc taccttgaca gacctccagc cgtacatgcg acagttcgtg gctcacctgc 

6661 aggagaccag cccgctgagg gatgccgtcg tcatcgagca gagctcctcc ctgaatgagg 

6721 ccagcagtgg cctcttcgac gtcttcctac gcttcatgtg ccaccacgcc gtgcgcatca 

6781 ggggcaagtc ctacgtccag tgccagggga tcccgcaggg ctccatcctc tccacgctgc 

6841 tctgcagcct gtgctacggc gacatggaga acaagctgtt tgcggggatt cggcgggacg 

6901 ggctgctcct gcgtttggtg gatgatttct tgttggtgac acctcacctc acccacgcga 

6961 aaacttcctc aggacctggt ccgaagtgtc ctgagtatgg ctgcgtggtg aacttgcgga 

7021 agacagtggt gaacttccct gtagaagacg aagccctggg tggcacggct tttgttcaga 

7081 tgccggccca cggcctattc ccctggtgcg gcctgctgct ggatacccgg accctggagg 

7141 tgcagagcga ctactccagc tatgcccgga cctccatcag agccagtctc accttcaacc 

7201 gcggcttcaa ggctgggagg aacatgcgtc gcaaactctt tggggtcttg cggctgaagt 

7261 gtcacagcct gtttctggat ttgcaggtga acagcctcca gacggtgtgc accaacatct 

7321 acaagatcct cctgctgcag gcgtacaggt ttcacgcatg tgtgctgcag ctcccatttc 

7381 atcagcaagt ttggaagaac cccacatttt tcctgcgcgt catctctgac acggcctccc 

7441 tctgctactc catcctgaaa gccaagaacg cagccgaaga aaacatttct gtcgtgactc 

7501 ctgcggtgct tgggtcggga cagccagaga tggagccacc ccgcagaccg tcgggtgtgg 

7561 gcagctttcc ggtgtctcct gggaggggag ttgggctggg cctgtgactc ctcagcctct 

7621 gttttccccc agggatgtcg ctgggggcca agggcgccgc cggccctctg ccctccgagg 

7681 ccgtgcagtg gctgtgccac caagcattcc tgctcaagct gactcgacac cgtgtcacct 

7741 acgtgccact cctggggtca ctcaggacag gcaagtgtgg gtggaggcca gtgcggg 
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Xba I (7683) 
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LIM 1215 cDNA Intron 
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Nco I (65361 

Xho I (6285), 
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LOCUS pAKI28.14 7638 bp dsDNA Circular 
DEFINITION Human telomerase clone with exon alpha spliced out 



1 tcgacctgca ggcatgcaag cttggcactg 
61 aaccctggcg ttacccaact taatcgcctt 
121 aatagcgaag aggcccgcac cgatcgccct 
181 tggcgcctga tgcggtattt tctccttacg 
241 tccctgtttt ggcggatgag agaagatttt 
301 aagcggtctg ataaaacaga atttgcctgg 
361 catgccgaac tcagaagtga aacgccgtag 
421 gagagtaggg aactgccagg catcaaataa 
481 ttcgttttat ctgttgtttg tcggtgaacg 
541 cggatttgaa cgttgcgaag caacggcccg 
601 ctgccaggca tcaaattaag cagaaggcca 
661 aaactcttcc tgtcgtcata tctacaagcc 
721 gtttttgcat caggaaagca gggaatttat 
781 ccgcatagtt aagccagccc cgacacccgc 
841 gtctgctccc ggcatccgct tacagacaag 
901 agaggttttc accgtcatca ccgaaacgcg 
961 ttttataggt taatgtcatg ataataatgg 
1021 ccatcgaatg gtgcaaaacc tttcgcggta 
1081 tcagggtggt gaatgtgaaa ccagtaacgt 

* v 1141 cttatcagac cgtttcccgc gtggtgaacc 

1201 aaaaagtgga agcggcgatg gcggagctga 
1261 tggcgggcaa acagtcgttg ctgattggcg 
1321 cgtcgcaaat tgtcgcggcg attaaatctc 
1381 tgtcgatggt agaacgaagc ggcgtcgaag 
1441 cgcaacgcgt cagtgggctg atcattaact 
1501 tggaagctgc ctgcactaat gttccggcgt 
1561 tcaacagtat tattttctcc catgaagacg 
1621 cattgggtca ccagcaaatc gcgctgttag 
1681 tgcgtctggc tggctggcat aaatatctca 
1741 gggaaggcga ctggagtgcc atgtccggtt 
1801 gcatcgttcc cactgcgatg ctggttgcca 
1861 ccattaccga gtccgggctg cgcgttggtg 
1921 ccgaagacag ctcatgttat atcccgccgt 
1981 tggggcaaac cagcgtggac cgcttgctgc 
2041 atcagctgtt gcccgtctca ctggtgaaaa 
2101 ccgcctctcc ccgcgcgttg gccgattcat 
2161 tggaaagcgg gcagtgagcg caacgcaatt 
2221 caggctttac actttatgct tccgacctgc 
2281 ggaaatgtgc gcggaacccc tatttgttta 
2341 ctcatgagac aataaccctg ataaatgctt 
2401 attcaacatt tccgtgtcgc ccttattccc 
2461 gctcacccag aaacgctggt gaaagtaaaa 
2521 ggttacatcg agaactggat ctcaacagcg 
2581 aacgttttcc aatgatgagc acttttaaag 
2641 ttgacgccgg gcaagagcaa ctcggtcgcc 



gccgtcgttt tacaacgtcg tgactgggaa 
gcagcacatc cccctttcgc cagctggcgt 
tcccaacagt tgcgcagcct gaatggcgaa 
catctgtgcg gtatttcaca ccgcataaat 
cagcctgata cagattaaat cagaacgcag 
cggcagtagc gcggtggtcc cacctgaccc 
cgccgatggt agtgtggggt ctccccatgc 
aacgaaaggc tcagtcgaaa gactgggcct 
ctctcctgag taggacaaat ccgccgggag 
gagggtggcg ggcaggacgc ccgccataaa 
tcctgacgga tggccttttt gcgtttctac 
atccccccac agatacggta aactagcctc 
ggtgcactct cagtacaatc tgctctgatg 
caacacccgc tgacgcgccc tgacgggctt 
ctgtgaccgt ctccgggagc tgcatgtgtc 
cgagacgaaa gggcctcgtg atacgcctat 
tttcttagac gtgaggttct gtacccgaca 
tggcatgata gcgcccggaa gagagtcaat 
tatacgatgt cgcagagtat gccggtgtct 
aggccagcca cgtttctgcg aaaacgcggg 
attacattcc caaccgcgtg gcacaacaac 
ttgccacctc cagtctggcc ctgcacgcgc 
gcgccgatca actgggtgcc agcgtggtgg 
cctgtaaagc ggcggtgcac aatcttctcg 
atccgctgga tgaccaggat gccattgctg 
tatttcttga tgtctctgac cagacaccca 
gtacgcgact gggcgtggag catctggtcg 
cgggcccatt aagttctgtc tcggcgcgtc 
ctcgcaatca aattcagccg atagcggaac 
ttcaacaaac catgcaaatg ctgaatgagg 
acgatcagat ggcgctgggc gcaatgcgcg 
cggatatctc ggtagtggga tacgacgata 
taaccaccat caaacaggat tttcgcctgc 
aactctctca gggccaggcg gtgaagggca 
gaaaaaccac cctggcgccc aatacgcaaa 
taatgcagct ggcacgacag gtttcccgac 
aatgtaagtt agctcactca ttaggcaccc 
aagaacctca cgtcaggtgg cacttttcgg 
tttttctaaa tacattcaaa tatgtatccg 
caataatatt gaaaaaggaa gagtatgagt 
ttttttgcgg cattttgcct tcctgttttt 
gatgctgaag atcagttggg tgcacgagtg 
gtaagatcct tgagagtttt cgccccgaag 
ttctgctatg tggcgcggta ttatcccgta 
gcatacacta ttctcagaat gacttggttg 
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2701 agtactcacc agtcacagaa aagcatctta cggatggcat gacagtaaga gaattatgca 
2761 gtgctgccat aaccatgagt gataacactg cggccaactt acttctgaca acgatcggag 
2821 gaccgaagga gctaaccgct tttttgcaca acatggggga tcatgtaact cgccttgatc 
2881 gttgggaacc ggagctgaat gaagccatac caaacgacga gcgtgacacc acgatgcctg 
2941 tagcaatggc aacaacgttg cgcaaactat taactggcga actacttact ctagcttccc 
3001 ggcaacaatt aatagactgg atggaggcgg ataaagttgc aggaccactt ctgcgctcgg 
3061 cccttccggc tggctggttt attgctgata aatctggagc cggtgagcgt gggtctcgcg 
3121 gtatcattgc agcactgggg ccagatggta agccctcccg tatcgtagtt atctacacga 
3181 cggggagtca ggcaactatg gatgaacgaa atagacagat cgctgagata ggtgcctcac 
3241 tgattaagca ttggtaactg tcagaccaag tttactcata tatactttag attgatttaa 
3301 aacttcattt ttaatttaaa aggatctagg tgaagatcct ttttgataat ctcatgacca 
3361 aaatccctta acgtgagttt tcgttccact gagcgtcaga ccccgtagaa aagatcaaag 
3421 gatcttcttg agatcctttt tttctgcgcg taatctgctg cttgcaaaca aaaaaaccac 
3481 cgctaccagc ggtggtttgt ttgccggatc aagagctacc aactcttttt ccgaaggtaa 
3541 ctggcttcag cagagcgcag ataccaaata ctgtccttct agtgtagccg tagttaggcc 
3601 accacttcaa gaactctgta gcaccgccta catacctcgc tctgctaatc ctgttaccag 
3661 tggctgctgc cagtggcgat aagtcgtgtc ttaccgggtt ggactcaaga cgatagttac 
3721 cggataaggc gcagcggtcg ggctgaacgg ggggttcgtg cacacagccc agcttggagc 
3781 gaacgaccta caccgaactg agatacctac agcgtgagca ttgagaaagc gccacgcttc 
3841 ccgaagggag aaaggcggac aggtatccgg taagcggcag ggtcggaaca ggagagcgca 
3901 cgagggagct tccaggggga aacgcctggt atctttatag tcctgtcggg tttcgccacc 
3961 tctgacttga gcgtcgattt ttgtgatgct cgtcaggggg gcggagccta tggaaaaacg 
4021 ccagcaacgc ggccttttta cggttcctgg ccttttgctg gccttttgct cacatgttct 
4081 ttcctgcgtt atcccctgat tctgtggata accgtattac cgcctttgag tgagctgata 
4141 ccgctcgccg cagccgaacg accgagcgca gcgagtcagt gagcgaggaa gcggaagagc 
4201 gcccaatacg caaaccgcct ctccccgcgc gttggccgat tcattaatgc agaattaatt 
4261 ctcatgtttg acagcttatc atcgactgca cggtgcacca atgcttctgg cgtcaggcag 
4321 ccatcggaag ctgtggtatg gctgtgcagg tcgtaaatca ctgcataatt cgtgtcgctc 
4381 aaggcgcact cccgttctgg ataatgtttt ttgcgccgac atcataacgg ttctggcaaa 
4441 tattctgaaa tgagctgttg acaattaatc atcggctcgt ataatgtgtg gaattgtgag 
4501 cggataacaa tttcacacag gaaacagcga tgaattcaga tctcaccatg aaggagctgg 
4561 tggcccgagt gctgcagagg ctgtgcgagc gcggcgcgaa gaacgtgctg gccttcggct 
4621 tcgcgctgct ggacggggcc cgcgggggcc cccccgaggc cttcaccacc agcgtgcgca 
4681 gctacctgcc caacacggtg accgacgcac tgcgggggag cggggcgtgg gggctgctgc 
4741 tgcgccgcgt gggcgacgac gtgctggttc acctgctggc acgctgcgcg ctctttgtgc 
4801 tggtggctcc cagctgcgcc taccaggtgt gcgggccgcc gctgtaccag ctcggcgctg 
4861 ccactcaggc ccggcccccg ccacacgcta gtggaccccg aaggcgtctg ggatgcgaac 
4921 gggcctggaa ccatagcgtc agggaggccg gggtccccct gggcctgcca gccccgggtg 
4981 cgaggaggcg cgggggcagt gccagccgaa gtctgccgtt gcccaagagg cccaggcgtg 
5041 gcgctgcccc tgagccggag cggacgcccg ttgggcaggg gtcctgggcc cacccgggca 
5101 ggacgcgtgg accgagtgac cgtggtttct gtgtggtgtc acctgccaga cccgccgaag 
5161 aagccacctc tttggagggt gcgctctctg gcacgcgcca ctcccaccca tccgtgggcc 
5221 gccagcacca cgcgggcccc ccatccacat cgcggccacc acgtccctgg gacacgcctt 
5281 gtcccccggt gtacgccgag accaagcact tcctctactc ctcaggcgac aaggagcagc 
5341 tgcggccctc cttcctactc agctctctga ggcccagcct gactggcgct cggaggctcg 
5401 tggagaccat ctttctgggt tccaggccct ggatgccagg gactccccgc aggttgcccc 
5461 gcctgcccca gcgctactgg caaatgcggc ccctgtttct ggagctgctt gggaaccacg 
5521 cgcagtgccc ctacggggtg ctcctcaaga cgcactgccc gctgcgagct gcggtcaccc 
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5581 cagcagccgg tgtctgtgcc cgggagaagc cccagggctc tgtggcggcc cccgaggagg 
5641 aggacacaga cccccgtcgc ctggtgcagc tgctccgcca gcacagcagc ccctggcagg 
5701 tgtacggctt cgtgcgggcc tgcctgcgcc ggctggtgcc cccaggcctc tggggctcca 
5761 ggcacaacga acgccgcttc ctcaggaaca ccaagaagtt catctccctg gggaagcatg 
5821 ccaagctctc gctgcaggag ctgacgtgga agatgagcgt gcgggactgc gcttggctgc 
5881 gcaggagccc aggggttggc tgtgttccgg ccgcagagca ccgtctgcgt gaggagatcc 
5941 tggccaagtt cctgcactgg ctgatgagtg tgtacgtcgt cgagctgctc aggtctttct 
6001 tttatgtcac ggagaccacg tttcaaaaga acaggctctt tttctaccgg aagagtgtct 
6061 ggagcaagtt gcaaagcatt ggaatcagac agcacttgaa gagggtgcag ctgcgggagc 
6121 tgtcggaagc agaggtcagg cagcatcggg aagccaggcc cgccctgctg acgtccagac 
6181 tccgcttcat ccccaagcct gacgggctgc ggccgattgt gaacatggac tacgtcgtgg 
6241 gagccagaac gttccgcaga gaaaagaggg ccgagcgtct cacctcgagg gtgaaggcac 
6301 tgttcagcgt gctcaactac gagcgggcgc ggcgccccgg cctcctgggc gcctctgtgc 
6361 tgggcctgga cgatatccac agggcctggc gcaccttcgt gctgcgtgtg cgggcccagg 
6421 acccgccgcc tgagctgtac tttgtcaagg acaggctcac ggaggtcatc gccagcatca 
6481 tcaaacccag aacacgtact gcgtgcgtcg gtatgccgtg gtccagaagg ccgcccatgg 
6541 gcacgtccgc aaggccttca agagccacgt ctctaccttg acagacctcc agccgtacat 
6601 gcgacagttc gtggctcacc tgcaggagac cagcccgctg agggatgccg tcgtcatcga 
6661 gcagagctcc tccctgaatg aggccagcag tggcctcttc gacgtcttcc tacgcttcat 
6721 gtgccaccac gccgtgcgca tcaggggcaa gtcctacgtc cagtgccagg ggatcccgca 
6781 gggctccatc ctctccacgc tgctctgcag cctgtgctac ggcgacatgg agaacaagct 
6841 gtttgcgggg attcggcggg acgggctgct cctgcgtttg gtggatgatt tcttgttggt 
6901 gacacctcac ctcacccacg cgaaaacctt cctcaggacc ctggtccgag gtgtccctga 
6961 gtatggctgc gtggtgaact tgcggaagac agtggtgaac ttccctgtag aagacgaggc 
7021 cctgggtggc acggcttttg ttcagatgcc ggcccacggc ctattcccct ggtgcggcct 
7081 gctgctggat acccggaccc tggaggtgca gagcgactac tccagctatg cccggacctc 
7141 catcagagcc agtctcacct tcaaccgcgg cttcaaggct gggaggaaca tgcgtcgcaa 
7201 actctttggg gtcttgcggc tgaagtgtca cagcctgttt ctggatttgc aggtgaacag 
7261 cctccagacg gtgtgcacca acatctacaa gatcctcctg ctgcaggcgt acaggtttca 
7321 cgcatgtgtg ctgcagctcc catttcatca gcaagtttgg aagaacccca catttttcct 
7381 gcgcgtcatc tctgacacgg cctccctctg ctactccatc ctgaaagcca agaacgcagg 
7441 gatgtcgctg ggggccaagg gcgccgccgg ccctctgccc tccgaggccg tgcagtggct 
7501 gtgccaccaa gcattcctgc tcaagctgac tcgacaccgt gtcacctacg tgccactcct 
7561 ggggtcactc aggacagccc agacgcagct gagtcggaag ctcccgggga cgacgctgac 
7621 tgccctggag gccgcagcca acccggcact gccctcagac ttcaagacca tcctggactg 
7681 atctagag 

Fig. 15D 
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